NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



gl628583 
354 

1.0e-33 

88 
78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143936 

LIB3168-034-P1-K1-E10 

BLASTX 

gll2682 

675 

3.0e-71 

137 

93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) ™ Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143937 

LIB3168-034-P1-K1-E11 

BLASTX 

gll2682 

576 

1.0e-59 

120 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143938 

LIB3168-034-P1-K1-E12 

BLASTX 

gl!2681 

252 

1.0e-21 

51 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143939 

LIB3168-034-P1-K1-E2 

BLASTX 

gl628583 

585 

1.0e-60 



17798 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



111 
100 

{1366916} 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143940 

LIB3168-034-P1-K1-E3 

BLASTX 

gll2682 

583 

2.0e-60 

136 
82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor {CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb__CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



143941 

LIB3168-034-P1-K1-E5 

BLASTX 

g4204298 

538 

4.0e-55 

131 

80 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

143942 

LIB3168-034-P1-K1-E6 

BLASTX 

gl628583 

708 

4.0e-75 

136 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143943 

LIB3168-034-P1-K1-E7 

BLASTX 

gl628583 

722 

9.0e-77 

137 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143944 

LIB3168-034-P1-K1-E8 



17799 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3046853 

367 

0.0e+00 

375 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRA19, complete sequence [Arabidopsis thaliana] 

143945 

LIB3168-034-P1-K1-E9 

BLASTN 

g4220635 

52 

2.0e-20 

76 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MDB19, complete sequence [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143946 

LIB3168-034-P1-K1-F1 

BLASTN 

g3282170 

301 

1.0e-169 

430 

66 

Arabidopsis thaliana chromosome 1 BAC F8K4 
complete sequence [Arabidopsis thaliana] 



sequence, 



143947 

LIB3168-034-P1-K1-F10 

BLASTX 

gl703723 

466 

9.0e-47 

106 

86 

ATP SYNTHASE BETA CHAIN >gi_733448 (U23082) 
synthase beta subunit [Spinacia oleracea] 



CF1 ATP 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



143948 

LIB3168-034-P1-K1-F12 

BLASTN 

g3522932 

161 

2.0e-85 

399 

99 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



143949 
LIB3168-034- 
BLASTX 
g2809258 



P1-K1-F3 



17800 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



124 

3.0e-42 

89 

100 

(AC002560) F21B7.27 [Arabidopsis thaliana] 
143950 

LIB3168-034-P1-K1-F4 

BLASTX 

gll72873 

634 

2,0e-66 

125 
100 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143951 

LIB3168-034-P1-K1-F5 

BLASTX 

g!174850 

517 

1.0e-52 

112 

88 

UBIQUITIN-CONJUGATING ENZYME E2-21 KD 2 
LIGASE 5) (UBIQUITIN CARRIER PROTEIN 5) 



(UBIQUITIN-PROTEIN 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143952 

LIB3168-034-P1-K1-F7 

BLASTX 

g861366 

349 

5.0e-33 

123 

54 

(U28991) coded for by C. 
[Caenorhabditis elegans] 



elegans cDNA cm21c7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



143953 

LIB3168-034-P1-K1-F8 

BLASTX 

g2924262 

595 

6.0e-62 

126 

90 

(Z00044) PSII 44kd protein 
143954 

LIB3168-034-P1-K1-F9 

BLASTN 

g4662628 

261 

1.0e-145 



[Nicotiana tabacum] 



17801 



Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



417 
94 

Arabidopsis thaliana chromosome II BAC F27O10 genomic 
sequence, complete sequence 

143955 

LIB3168-034-P1-K1-G1 

BLASTX 

gll2737 

550 

1.0e-56 

133 
80 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710__emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

143956 

LIB3168-034-P1-K1-G10 

BLASTX 

gl628583 

548 

2.0e-56 

138 
79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143957 

LIB3168-034-P1-K1-G11 

BLASTX 

gll70034 

218 

2.0e-21 

66 

79 

GLUTAMATE — CYSTEINE LIGASE PRECURSOR 

( GAMMA- GLUTAMYLCYSTEINE SYNTHETASE) (GAMMA-ECS) (GCS) 

>gi_2129598__pir S60128 glutamate — cysteine ligase (EC 

6,3.2.2) precursor, chloroplast - Arabidopsis thaliana 
>gi_488615_emb_CAA82626_ (Z29490) gamma-glutamylcysteine 
synthetase [Arabidopsis thaliana] 

143958 

LIB3168-034-P1-K1-G3 

BLASTN 

g3449331 

360 

0.0e+00 

408 

24 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



17802 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MNC17, complete sequence [Arabidopsis thaliana] 
143959 

LIB3168-034-P1-K1-G5 

BLASTX 

g2829918 

609 

2.0e-63 

126 

95 

(AC002291) similar to "tub" protein gp_U82468_2072162 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143960 

LIB3168-034-P1-K1-G7 

BLASTX 

g266693 

382 

4.0e-41 

130 
72 

OLEOSIN >gi_282875_pir S22538 oleosin - Arabidopsis 

thaliana >gi_16405_emb_CAA44225_ (X62353) oleosin 
[Arabidopsis thaliana] >gi_4455257_emb_CAB36756 . 1_ 
(AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143961 

LIB3168-034-P1-K1-G9 

BLASTN 

g4490717 

201 

1.0e-109 

366 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
project) 



(ESSA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143962 

LIB3168-034-P1-K1-H2 

BLASTN 

g3046853 

152 

6.0e-80 

318 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRA19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143963 

LIB3168-034-P1-K1-H4 

BLASTX 

gl628583 

621 

7.0e-65 

119 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



17803 



thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



143964 

LIB3168-034-P1-K1-H5 

BLASTX 

gll69598 

400 

5.0e-39 

90 

82 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
{DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 

143965 

LIB3168-034-P1-K1-H7 

BLASTX 

gll2682 

557 

2.0e-57 

132 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143966 

LIB3168-034-P1-K1-H8 

BLASTX 

g464775 

393 

4.0e-38 

98 

73 

SUPEROXIDE DISMUTASE PRECURSOR (MN) >gi_542013_pir S394 92 

superoxide dismutase - Para rubber tree >gi_348137 (L11707) 
superoxide dismutase (manganese) [Hevea brasiliensis] 

143967 

LIB3168-034-P1-K1-H9 

BLASTN 

g2924257 

55 

2.0e-22 

87 

91 

Tobacco chloroplast genome DNA 
143968 

LIB3168-035-P1-K1-A1 

BLASTX 

g231683 

542 

l.Ge-55 



17804 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



124 
81 

CALNEXIN HOMOLOG PRECURSOR >gi_421825_pir JN0597 

calnexin-like protein - Arabidopsis thaliana 
>gi_16211_emb_CAA79144__ (Z18242) calnexin homolog 
[Arabidopsis thaliana] 

143969 

LIB3168-035-P1-K1-A10 

BLASTX 

gll2681 

610 

1.0e-63 

122 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143970 

LIB3168-035-P1-K1-A11 

BLASTX 

gll2743 

547 

3.0e-56 

119 

86 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

143971 

LIB3168-035-P1-K1-A12 

BLASTN 

g3461810 

174 

4.0e-93 

304 

97 

Arabidopsis thaliana chromosome II BAC T17M13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

143972 

LIB3168-035-P1-K1-A2 

BLASTX 

g4522003 

468 

1.0e-50 

125 
78 

(AC007069) putative protein kinase [Arabidopsis thaliana] 



17805 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143973 

LIB3168-035-P1-K1-A5 

BLASTX 

gll2737 

566 

2.0e-58 

137 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143974 

LIB3168-035-P1-K1-A6 

BLASTX 

gl628583 

610 

1.0e-63 

120 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

143975 

LIB3168-035-P1-K1-A7 

BLASTX 

gll2681 

479 

3.0e-48 

136 

72 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

143976 

LIB3168-035-P1-K1-A8 

BLASTX 

g!12682 

441 

4.0e-44 

91 

93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



17806 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143977 

LIB3168-035-P1-K1-B1 

BLASTX 

g3153205 

365 

7.0e-35 

71 

100 

(U80922) serine/threonine protein phosphatase type one 
[Arabidopsis thaliana] 

143978 

LIB3168-035-P1-K1-B10 

BLASTN 

g2760168 

426 

0.0e+00 

430 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MEE6, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143979 

LIB3168-035-P1-K1-B12 

BLASTX 

g4262250 

416 

7.0e-41 

83 
100 

(AC006200) putative aldolase [Arabidopsis thaliana] 
143980 

LIB3168-035-P1-K1-B2 

BLASTX 

gll2682 

595 

8.0e-62 

138 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143981 

LIB3168-035-P1-K1-B4 

BLASTX 

gl628583 

546 

3.0e-56 

116 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17807 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

.NCBI Description 



143982 

LIB3168-035-P1-K1-B5 

BLASTX 

gl628583 

651 

2.0e-68 

126 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143983 

LIB3168-035-P1-K1-B6 

BLASTX 

gl628583 

574 

2.0e-59 

116 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143984 

LIB3168-035-P1-K1-B7 

BLASTX 

gl628583 

521 

3.0e-53 

133 

77 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143985 

LIB3168-035-P1-K1-B9 

BLASTN 

g2924505 

389 

0.0e+00 

422 

98 

Arabidopsis thaliana DNA chromosome 4, BAG clone M4E13 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143986 

LIB3168-035-P1-K1-C10 

BLASTX 

gll2737 

454 

3.0e-45 

134 

70 

2S SEED STORAGE PROTEIN 



1 PRECURSOR (2S ALBUMIN STORAGE 



17808 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__395204_emb__CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1__ (AL035680) NWMU1-2S albumin 1- 
precursor [Arabidopsis thaliana] 

143987 

LIB3168-035-P1-K1-C11 

BLASTN 

g2842474 

266 

1.0e-148 

266 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

143988 

LIB3168-035-P1-K1-C12 

BLASTX 

gll2682 

523 

2.0e-53 

112 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143989 

LIB3168-035-P1-K1-C2 

BLASTX 

gll2682 

586 

9.0e-61 

138 
80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143990 

LIB3168-035-P1-K1-C4 

BLASTN 

g3047074 

242 

1.0e-133 

394 

92 

Arabidopsis thaliana BAC F21E10 



Seq. No. 



143991 



17809 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-035-P1-K1-C6 

BLASTX 

gl628583 

589 

3.0e-61 

119 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_eitib_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143992 

LIB3168-035-P1-K1-C7 

BLASTX 

g4539293 

615 

3.0e-64 

140 

86 

(AL049480) putative membrane transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143993 

LIB3168-035-P1-K1-C8 

BLASTX 

gl628583 

592 

1.0e-61 

116 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143994 

LIB3168-035-P1-K1-C9 

BLASTX 

g4512675 

451 

6.0e-45 

121 

76 

(AC006931) putative citrate synthase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143995 

LIB3168-035-P1-K1-D1 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



143996 



17810 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-035-P1-K1-D10 

BLASTX 

g4678261 

535 

3.0e-56 

120 
100 

(AL04 9657) putative proteasome regulatory subunit 
[Arabidopsis thaliana] 

143997 

LIB3168-035-P1-K1-D11 

BLASTX 

gll2682 

342 

1.0e-32 

79 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

143998 

LIB3168-035-P1-K1-D12 

BLASTN 

g2244788 

197 

1.0e-107 

375 

97 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

143999 

LIB3168-035-P1-K1-D2 

BLASTX 

gl628583 

616 

2.0e-64 

126 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144000 

LIB3168-035-P1-K1-D3 

BLASTN 

g4580386 

227 

1.0e-124 

418 

100 

Arabidopsis thaliana chromosome II BAC T8018 genomic 
sequence, complete sequence 



17811 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144001 

LIB3168-035-P1-K1-D4 

BLASTN 

g3264774 

141 

2.0e-73 

338 

97 

Arabidopsis thaliana BAC T8A17 chromosome IV, complete 
sequence [Arabidopsis thaliana] 

144002 

LIB3168-035-P1-K1-D5 

BLASTN 

gl66609 

107 

1.0e-53 

107 
100 

A. thaliana at2Sl gene encoding albumin 2S subunit 1, 
complete cds 

144003 

LIB3168-035-P1-K1-D6 

BLASTX 

gll2682 

367 

2.0e-35 

87 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144004 

LIB3168-035-P1-K1-D7 

BLASTX 

gll2681 

229 

3.0e-19 

79 

61 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



144005 

LIB3168-035-P1-K1-D9 

BLASTX 

gl628583 

369 

1.0e-36 



17812 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 
89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144006 

LIB3168-035-P1-K1-E1 

BLASTX 

gll2681 

474 

9.0e-48 

115 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936__emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



144007 

LIB3168-035-P1-K1-E10 

BLASTN 

g2842474 

287 

1.0e-160 

343 
97 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F20O9 



Seq. No. 
Seq. ID 



144008 

LIB3168-035-P1-K1-E11 

BLASTX 

gl628583 

657 

4.0e-69 

127 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144009 

LIB3168-035-P1-K1-E12 

BLASTX 

gl628583 

656 

5.0e-69 

131 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144010 

LIB3168-035-P1-K1-E2 



17813 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq., ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 

g3170525 

413 

2.0e-40 

101 

79 

(AF054615) 



cellulase [Fragaria x ananassa] 



144011 

LIB3168-035-P1-K1-E3 

BLASTX 

g2129657 

340 

6.0e-32 

98 
74 

oleosin isoform - Arabidopsis thaliana 
>gi_987014__emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

144012 

LIB3168-035-P1-K1-E5 

BLASTX 

gl628583 

332 

2.0e-31 

82 

83 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144013 

LIB3168-035-P1-K1-E6 

BLASTN 

gl66569 

102 

1.0e-50 

142 
93 

Arabidopsis thaliana glycine rich protein (RAB18) gene, 
complete cds 

144014 

LIB3168-035-P1-K1-E7 

BLASTX 

g4678285 

166 

8.0e-12 

49 

59 

(AL049660) putative protein [Arabidopsis thaliana] 
144015 

LIB3168-035-P1-K1-E8 
BLASTX 



17814 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
565 

2.0e-58 

127 

87 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842 4 95__emb_CAAl 68 9 2_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144016 

LIB3168-035-P1-K1-E9 

BLASTX 

gl628583 

486 

2.0e-49 

97 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144017 

LIB3168-035-P1-K1-F1 

BLASTX 

gll2681 

564 

3.0e-58 

119 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144018 

LIB3168-035-P1-K1-F12 

BLASTN 

gl6236 

86 

8-0e-41 

173 
87 

Arabidopsis CRB gene for 12S seed storage protein 
>gi_166677_gb_M37248_ATHCRBAA A. thaliana 12S storage 
protein CRA1 gene, exons 1-4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144019 

LIB3168-035-P1-K1-F5 

BLASTX 

g2605714 

43 

1.0e-12 

54 

81 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



17815 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144020 

LIB3168-035-P1-K1-G1 

BLASTX 

gll2681 

560 

9.0e-58 

131 
83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144021 

LIB3168-035-P1-K1-G10 

BLASTX 

gll2681 

541 

1.0e-55 

110 

97 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144022 

LIB3168-035-P1-K1-G11 

BLASTX 

gll2741 

51 

3.0e-67 

129 

98 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44?0712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144023 

LIB3168-035-P1-K1-G2 

BLASTX 

g3695023 

599 

2.0e-62 

115 

100 

(AF055850) unknown [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



144024 

LIB3168-035-P1-K1-G3 



17816 



.© 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4056489 

443 

5.0e-44 

111 

72 

(AC005896) 



putative white protein [Arabidopsis thaliana] 



144025 

LIB3168-035-P1-K1-G4 

BLASTX 

gll2681 

538 

4.0e-55 

144 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>giJL66676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



144026 

LIB3168-035-P1-K1-G5 

BLASTN 

g3510339 

226 

1.0e-124 

258 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K3K7, complete sequence [Arabidopsis thaliana] 



TAC clone 



144027 

LIB3168-035-P1-K1-G6 

BLASTX 

gl628583 

542 

1.0e-55 

116 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144028 

LIB3168-035-P1-K1-G7 

BLASTX 

gll2681 

323 

3.0e-30 

90 

70 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 604_pir SO8509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 



1781? 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



storage protein [Arabidopsis thaliana] 
144029 

LIB3168-035-P1-K1-G8 

BLASTN 

g2924257 

51 

8.0e-20 

219 

85 

Tobacco chloroplast genome DNA 
144030 

LIB3168-035-P1-K1-H1 

BLASTX 

g3913418 

738 

1.0e-78 

141 
99 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_15317 63_emb_CAA69073_ (Y07765) 
S-adenosylmethionine decarboxylase [Arabidopsis thaliana] 

144031 

LIB3168-035-P1-K1-H10 

BLASTN 

g4199934 

225 

1.0e-123 

241 

98 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

144032 

LIB3168-035-P1-K1-H11 

BLASTX 

gl628583 

638 

6.0e-67 

125 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144033 

LIB3168-035-P1-K1-H12 

BLASTX 

gll2737 

299 

4.0e-27 

129 

52 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68853_pir_ 



1 PRECURSOR (2S ALBUMIN STORAGE 
NWMU1 2S albumin 1 precursor - 



17818 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710__emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144034 

LIB3168-035-P1-K1-H2 

BLASTX 

gl628583 

661 

1.0e-69 

133 
95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144035 

LIB3168-035-P1-K1-H3 

BLASTN 

g4376087 

241 

1.0e-133 

352 

98 

Arabidopsis thaliana DNA chromosome 4 7 ESSA I AP2 contig 
fragment No 

144036 

LIB3168-035-P1-K1-H6 

BLASTN 

g4159703 

31 

1.0e-08 

58 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K5F14, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144037 

LIB3168-035-P1-K1-H7 

BLASTX 

gll2741 

482 

2.0e-50 

111 

93 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 



144038 



17819 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-036-P1-K1-A10 

BLASTX 

gll2739 

568 

1.0e-58 

150 
75 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854__pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi__4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144039 

LIB3168-036-P1-K1-A2 

BLASTX 

gl628583 

734 

4.0e-78 

154 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144040 

LIB3168-036-P1-K1-A3 

BLASTX 

gl628583 

878 

7.0e-95 

179 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144041 

LIB3168-036-P1-K1-A4 

BLASTX 

gl628583 

619 

1.0e-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



144042 

LIB3168-036-P1-K1-A5 

BLASTX 

g2924779 

711 

2.0e-75 
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Match length 

% identity 

NCBI Description 



141 
99 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144043 

LIB3168-036-P1-K1-A8 

BLASTX 

gll2682 

257 

8.0e-23 

69 

74 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144044 

LIB3168-036-P1-K1-A9 

BLASTX 

gl628583 

617 

2.0e-64 

131 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144045 

LIB3168-036-P1-K1-B1 

BLASTX 

gl628583 

579 

7.0e-60 

117 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144046 

LIB3168-036-P1-K1-B10 

BLAST N 

g4646215 

102 

6.0e-50 

487 

88 

Arabidopsis thaliana chromosome II BAC T22013 genomic 
sequence, complete sequence 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144047 

LIB3168-036-P1-K1-B12 

BLASTX 

gll2682 

717 

5.0e-76 

159 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq* No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144048 

LIB3168-036-P1-K1-B2 

BLASTX 

gl66410 

306 

4.0e-30 

123 
59 

(L07291) Alfin-1 [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144049 

LIB3168-036-P1-K1-B4 

BLASTN 

g3047060 

238 

1.0e-131 

274 
97 

Arabidopsis thaliana BAC F7N22 
144050 

LIB3168-036-P1-K1-B5 

BLASTX 

g!076442 

595 

1.0e-61 

133 
74 

beta-glucosidase (EC 3.2.1.21) - rape 
>gi_757740_emb_CAA57 913_ (X82577) beta-glucosidase 
[Brassica napus] 

144051 

LIB3168-036-P1-K1-B6 

BLASTX 

gll2681 

367 

9.0e-52 

151 
77 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144052 

LIB3168-036-P1-K1-B7 

BLASTX 

gll2681 

727 

4.0e-77 

179 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144053 

LIB3168-036-P1-K1-B8 

BLASTX 

gl628583 

621 

9.0e-65 - 

119 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144054 

LIB3168-036-P1-K1-C1 

BLASTN 

g3461810 

44 

3.0e-16 

52 

96 

Arabidopsis thaliana chromosome II BAC T17M13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144055 

LIB3168-036-P1-K1-C10 

BLASTX 

g3341679 

672 

9.0e-71 

160 
79 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

144056 

LIB3168-036-P1-K1-C11 

BLASTX 

gl402904 

664 

6.0e-70 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



127 
100 

(X98313) 



peroxidase [Arabidopsis thalianal 



Seq. No. 
Seq. ID 
Method 



144057 

LIB3168-036-P1-K1-C12 

BLASTX 

g3738288 

711 

2.0e-75 

145 

97 

(AC005309) auxin-responsive GH3-like protein [Arabidopsis 
thaliana] 

144058 

LIB3168-036-P1-K1-C2 

BLASTX 

gl!4532 

403 

4.0e-39 

92 
86 

ATP SYNTHASE ALPHA CHAIN >gi_67824_pir PWNTA 

H+-transporting ATP synthase (EC 3.6.1.34) alpha chain - 
common tobacco chloroplast >gi_117 69__emb_CAA23471_ (V00162) 
alpha subunit of ATPase [Nicotiana tabacum] 
>gi_11811_emb_CAA77341_ (Z00044) ATPase alpha subunit 

[Nicotiana tabacum] >gi_225270_prf 1211235E ATPase alpha 

[Nicotiana tabacum] 

144059 

LIB3168-036-P1-K1-C4 

BLASTX 

gl946355 

250 

3.0e-21 

104 
48 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 

144060 

LIB3168-036-P1-K1-C5 

BLASTX 

g2708747 

459 

4.0e-46 

95 
95 

(AC003952) putative glycine-rich, zinc-finger DNA-binding 
protein [Arabidopsis thaliana] 

144061 

LIB3168-036-P1-K1-C6 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
686 

2.0e-72 

135 

97 

(U66916) 12S cruciferin seed storage protein [Arabidops 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144062 

LIB3168-036-P1-K1-C8 

BLASTX 

gll69598 

869 

8.0e-94 

170 

92 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
{DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144063 

LIB3168-036-P1-K1-C9 

BLASTN 

g4572664 

93 

4.0e-45 

137 

92 

Arabidopsis thaliana chromosome II BAC F25P17 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144064 

LIB3168-036-P1-K1-D1 

BLASTX 

g!694711 

358 

2.0e-34 

83 

88 

(Y09581) FROl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144065 

LIB3168-036-P1-K1-D11 

BLASTX 

gl063415 

607 

3.0e-63 

116 

99 

(L40948) K+ channel protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



144066 

LIB3168-036-P1-K1-D12 

BLASTX 

gll2681 

585 
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E value 
Match length 
% identity 
NCBI Description 



8.0e-61 

116 
99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



O CJ VJ . L X \J • 


144067 




T.TFni fi8-fn6-Pl -K1 -D2 


Method 


BLASTN 


NCBI GI 


g633027 


BLAST score 


390 


E value 


0.0e+00 


Match length 


446 


% identity 


97 


NCBI Description 


Arabidopsis thaliana mRNA 


Seq. No. 


144068 


Seq. ID 


LIB3168-036-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3377797 


BLAST score 


405 


E value 


1.0e-39 


Match length 


92 


1 identity 


87 


NCBI Description 


(AF075597) Similar to 60S 



ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144069 

LIB3168-036-P1-K1-D7 

BLASTX 

gll2682 

710 

3.0e-75 

160 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144070 

LIB3168-036-P1-K1-D8 

BLASTX 

g4432860 

860 

9.0e-93 

180 

36 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



144071 

LIB3168-036-P1-K1-D9 

BLASTX 

gl628583 

228 

1.0e-18 

97 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144072 

LIB3168-036-P1-K1-E1 

BLASTN 

g4159712 

391 

0.0e+00 

441 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144073 

LIB3168-036-P1-K1-E10 

BLASTX 

g!628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144074 

LIB3168-036-P1-K1-E11 

BLASTX 

gl628583 

257 

4.0e-22 

157 

77 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144075 

LIB3168-036-P1-K1-E3 

BLASTX 

g!628583 

578 

7.0e-60 

142 
80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



17827 



thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144076 

LIB3168-036-P1-K1-E4 

BLASTX 

g4337025 

516 

9.0e-53 

105 

98 

(AF123253) AIM1 protein [Arabidopsis thaliana] 
144077 

LIB3168-036-P1-K1-E5 

BLASTX 

gll2682 

548 

2.0e-56 

118 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_l 66678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



144078 

LIB3168-036-P1-K1-E6 

BLASTX 

gll69598 

333 

3.0e-31 

79 

80 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 



144079 

LIB3168-036-P1-K1-E7 

BLASTN 

g3510339 

462 

0.0e+00 

494 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K3K7, complete sequence [Arabidopsis thaliana] 

144080 

LIB3168-036-P1-K1-F1 

BLASTX 

gl628583 

666 

3.0e-70 
131 



TAC clone 
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% identity 

NCBI Description 



98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi^28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144081 

LIB3168-036-P1-K1-F10 

BLASTX 

g4204298 

600 

2.0e-62 

149 

79 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

144082 

LIB3168-036-P1-K1-F11 

BLASTX 

g3914541 

490 

2.0e-49 

113 

84 

RIBULOSE BISPHOSPHATE CARBOXYLASE LARGE CHAIN PRECURSOR 
(RUBISCO LARGE SUBUNIT) >gi_1928872 (U91966) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase large 
subunit [Arabidopsis thaliana] 

144083 

LIB3168-036-P1-K1-F2 

BLASTX 

gll2682 

816 

1.0e-87 

161 

97 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144084 

LIB3168-036-P1-K1-F4 

BLASTX 

gll2682 

579 

5.0e-60 

124 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144085 

LIB3168-036-P1-K1-F5 

BLASTX 

g2583125 

633 

7.0e-69 

132 

99 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144086 

LIB3168-036-P1-K1-F6 

BLASTX 

g!628583 

49 

5.0e-61 

123 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



144087 

LIB3168-036-P1-K1-F7 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144088 

LIB3168-036-P1-K1-F8 

BLASTX 

gll2739 

510 

2.0e-54 

151 

76 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

144089 

LIB3168-036-P1-K1-G1 

BLASTN 

g4079614 

111 

6.0e-56 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



143 
94 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144090 

LIB3168-036-P1-K1-G10 

BLASTX 

g2129657 

458 

9.0e-46 

121 

79 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016__emb_CAA9087 8_ (Z54165) oleosin 
[Arabidopsis thaliana] 

144091 

LIB3168-036-P1-K1-G11 

BLASTN 

g4732166 

340 

0.0e+00 

488 

29 

Arabidopsis thaliana BAC F21I2 
144092 

LIB3168-036-P1-K1-G12 

BLASTX 

gl352463 

601 

1.0e-62 

121 

96 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) >gi_1161312 
(U04876) myo-inositol-l-phosphate synthase [Arabidopsis 
thaliana] 

144093 

LIB3168-036-P1-K1-G2 

BLASTX 

gll2682 

558 

2.0e-57 

126 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144094 

LIB3168-036-P1-K1-G3 
BLASTN 



17831 



NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3746057 
294 

1.0e-164 

359 
94 

Arabidopsis thaliana chromosome II BAC T16B12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144095 

LIB3168-036-P1-K1-G4 

BLASTX 

g2583125 

758 

6.0e-81 
148 
91 

(AC002387) 
thaliana] 



putative transketolase precursor [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144096 

LIB3168-036-P1-K1-G5 

BLASTX 

gll2682 

717 

5.0e-76 

159 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605j?ir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144097 

LIB3168-036-P1-K1-G6 

BLASTX 

gll2682 

259 

9.0e-77 

164 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144098 

LIB3168-036-P1-K1-G7 

BLAST N 

g395203 

111 

4.0e-56 

111 

53 

A. thaliana 2S albumin gene isoforms 1 and 2, complete CDS 1 s 



17832 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144099 

LIB3168-036-P1-K1-G8 

BLASTX 

g!628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_entb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144100 

LIB3168-036-P1-K1-H1 

BLASTX 

gll2681 

622 

6.0e-65 

126 
93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144101 

LIB3168-036-P1-K1-H11 

BLASTN 

g4159706 

107 

3.0e-53 

111 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGL6, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144102 

LIB3168-036-P1-K1-H12 

BLASTX 

g2961390 

584 

1.0e-60 
117 
93 

(AL022141) 
thaliana] 



beta-galactosidase like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144103 

LIB3168-036-P1-K1-H2 

BLASTN 

g3128136 

393 

0.0e+00 

507 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 



17833 



K1F13, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144104 

LIB3168-036-P1-K1-H3 

BLASTX 

g3757514 

563 

5.0e-60 

121 

98 

(AC005167) putative plasma membrane intrinsic protein 
[Arabidopsis thaliana] 

>gi_4581129_gb_AAD24619.1_AC005825_26 (AC005825) putative 
plasma membrane intrinsic protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144105 

LIB3168-036-P1-K1-H4 

BLASTX 

gll2681 

654 

8.0e-69 

129 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144106 

LIB3168-036-P1-K1-H5 

BLASTX 

g!628583 

371 

6.0e-36 

86 

85 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144107 

LIB3168-036-P1-K1-H6 

BLASTN 

g4159706 

284 

1.0e-158 

409 

99 

Arabidopsis thaliana genomic DNA, 
MGL6, complete sequence 



chromosome 3, PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



144108 

LIB3168-036-P1-K1-H7 

BLASTN 

g4741184 

183 



17834 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-98 

465 

100 

Arabidopsis thaliana DNA chromosome 3, BAC clone T23J7 
(ESSA project) 

144109 

LIB3168-036-P1-K1-H8 

BLASTX 

g2129659 

200 

9.0e-16 

93 
51 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144110 

LIB3168-036-P1-K1-H9 

BLASTX 

gl628583 

479 

2.0e-48 

103 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


144111 


Seq. ID 


LIB3168-037 


Method 


BLASTX 


NCBI GI 


g3540190 


BLAST score 


204 


E value 


7.0e-16 


Match length 


139 


% identity 


39 


NCBI Description 


(AC004122) 


Seq. No. 


144112 


Seq. ID 


LIB3168-037 


Method 


BLASTN 


NCBI GI 


g4325365 


BLAST score 


60 


E value 


5.0e-25 


Match length 


136 


% identity 


46 


NCBI Description 


Arabidopsis 


Seq. No. 


144113 


Seq. ID 


LIB3168-037 


Method 


BLASTN 


NCBI GI 


g511598 


BLAST score 


261 


E value 


1.0e-145 


Match length 


322 


% identity 


35 



Hypothetical protein [Arabidopsis thaliana] 



17835 



NCBI Description Arabidopsis thaliana cell wall protein (APTR-1) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



144114 

LIB3168-037-P1-K1-A4 

BLASTX 

gl628583 

330 

2.0e-31 

70 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144115 

LIB3168-037-P1-K1-A5 

BLASTX 

gl628583 

610 

2.0e-63 

155 

76 

(U66916) 12S cruciferin seed storage protein [Arabidopsi: 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144116 

LIB3168-037-P1-K1-A6 

BLASTN 

g3510347 

179 

6.0e-96 

427 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSJ11, complete sequence [Arabidopsis thaliana] 

144117 

LIB3168-037-P1-K1-A7 

BLASTN 

g3075383 

276 

1.0e-154 

406 

95 

Arabidopsis thaliana chromosome II BAC T1D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144118 

LIB3168-037-P1-K1-A8 

BLASTN 

gl483217 

424 

0.0e+00 

492 

98 



17836 



NCBI Description A. thaliana gene induced upon wounding stress 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144119 

LIB3168-037-P1-K1-A9 

BLASTX 

g3169059 

208 

1.0e-16 

81 

49 

(AL023704) weak similarity to B.subtilis spore outgrowth f 
actor B [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144120 

LIB3168-037-P1-K1-B1 

BLASTX 

g4204299 

174 

4.0e-13 

43 

81 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



144121 

LIB3168-037-P1-K1-B10 

BLASTX 

g!12681 

590 

3.0e-61 

155 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144122 

LIB3168-037-P1-K1-B2 

BLASTX 

gll2739 

378 

3.0e-36 

150 

54 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



144123 

LIB3168- 

BLASTX 



037-P1-K1-B3 



17837 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
418 

2.0e-41 

95 

83 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144124 

LIB3168-037-P1-K1-B4 

BLASTX 

g2194125 

230 

6.0e-19 

59 

80 

(AC002062) ESTs gb_R30459, gb_N38441 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144125 

LIB3168-037-P1-K1-B6 

BLASTN 

g4185120 

254 

1.0e-140 

437 

96 

Arabidopsis thaliana chromosome 1 BAC F5F19 
complete sequence [Arabidopsis thaliana] 



sequence, 



144126 

LIB3168-037-P1-K1-B7 

BLASTX 

gll2681 

631 

5.0e-66 

144 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144127 

LIB3168-037-P1-K1-B8 

BLASTX 

gll2682 

510 

5.0e-52 

113 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi__8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 



17838 



Seq*. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



storage protein [Arabidopsis thaliana] 
144128 

LIB3168-037-P1-K1-C1 

BLASTX 

g4263704 

211 

7.0e-17 

74 

49 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 

144129 

LIB3168-037-P1-K1-C10 

BLASTX 

g4234941 

268 

5.0e-24 

68 

82 

(AF097938) cytosolic phosphoglucomutase [Populus tremula x 
Populus tremuloides] 

144130 

LIB3168-037-P1-K1-C11 

BLASTX 

gl628583 

543 

8.0e-56 

126 
84 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_erob_CAAl6892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144131 

LIB3168-037-P1-K1-C12 

BLASTX 

g4204299 

603 

1.0e-62 

120 

98 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

144132 

LIB3168-037-P1-K1-C2 

BLASTX 

gl628583 

59 

4.0e-27 

76 

75 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi 2842495_emb_CAA16892_ (AL021749) 12S 



17839 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144133 

LIB3168-037-P1-K1-C3 

BLASTX 

gl628583 

229 

4.0e-19 

89 
57 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144134 

LIB3168-037-P1-K1-C4 

BLASTN 

g4581103 

223 

1.0e-122 

440 

94 

Arabidopsis thaliana chromosome II BAC T24I21 genomic 
sequence , complete sequence 

144135 

LIB3168-037-P1-K1-C5 

BLASTX 

gl628583 

485 

4.0e-49 

101 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144136 

LIB3168-037-P1-K1-C6 

BLASTX 

g!107501 

477 

5.0e-48 

124 

79 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



144137 

LIB3168-037-P1-K1-C7 

BLASTX 

gl628583 

573 

4.0e-59 
123 



17840 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144138 

LIB3168-037-P1-K1-C8 

BLASTX 

g4263704 

218 

2.0e-17 

75 

49 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 

144139 

LIB3168-037-P1-K1-C9 

BLASTX 

g3023848 

614 

5.0e-64 

131 

49 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN {WD-40 REPEAT AUXIN- DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 

144140 

LIB3168-037-P1-K1-D1 

BLASTN 

g3059018 

107 

2.0e-53 

179 

90 

Arabidopsis thaliana DNA chromosome 4, BAC clone F1C12 
(ESSAII project) 

144141 

LIB3168-037-P1-K1-D10 

BLASTX 

gll2682 

733 

7.0e-78 

165 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



144142 

LIB3168- 

BLASTX 



037-P1-K1-D11 



17841 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
561 

6.0e-58 

117 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



OCU • Vi\J « 


144143 


OCLji X.U 


LIB3168-037-P1-K1-D2 


Me* t" hod 


BLASTX 


NCBI GI 


g2642441 




397 


E value 


5.0e-39 


Match length 


80 


% luentity 


Q7 








144144 


oeq. iu 


J_iJ.J3JJ.00 UJ / JT J. I\JL Lf^j 


Method 


TIT nCTKI 




a2842474 


BLAST score 


40 


E value 


6.0e-14 


Match length 


72 


% identity 


89 


NCBI Description 


Arabidopsis thaliana 




(ESSAII project) 


Seq. No. 


144145 


Seq. ID 


LIB3168-037-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


97 


E value 


2.0e-44 


Match length 


107 



[Arabidopsis thaliana] 



% identity 

NCBI Description 



88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144146 

LIB3168-037-P1-K1-D5 

BLASTN 

g3228389 

269 

1.0e-150 

313 

97 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



144147 

LIB3168-037-P1-K1-D6 



17842 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4006858 

106 

5.0e-32 

91 

91 

(Z99707) cold acclimation protein homolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144148 

LIB3168-037-P1-K1-D7 

BLASTN 

g4519193 

450 

0.0e+00 

458 

52 

Arabidopsis thaliana genomic 
MDC11, complete sequence 



DNA, chromosome 3, PI clone: 



144149 

LIB3168-037-P1-K1-D8 

BLASTN 

g3395421 

409 

0.0e+00 

421 

99 

Arabidopsis thaliana chromosome II BAC T19C21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144150 

LIB3168-037-P1-K1-D9 

BLASTX 

gll2739 

518 

1.0e-52 

151 

70 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

144151 

LIB3168-037-P1-K1-E1 

BLASTX 

gll2682 

354 

6.0e-34 

89 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 



17843 



>gi 166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


144152 


c prr xn 


LIB3168-037- 


AyT^t +- Vi /— i 

iyicT-iiuu. 


BLASTX 


Krr*RT (ZT 

LN^oi ui, 


a3928086 




79 


Hi VdlUc 


2 . Oe-77 




156 


?c "i Hf=>nt 1 1* v 


96 




{AC005770) 


Seq. No. 


144153 


Seq. ID 


LIB3168-037 


Method 


BLASTX 


NCBI GI 


g4204299 


BLAST score 


816 


E value 


1.0e-87 


Match length 


178 


% identity 


88 


NCBI Description 


(AC003027) 



thaliana] 



lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 





Seq. No. 


144154 




Seq. ID 


LIB3168-037-P1-K1- 




Method 


BLASTX 




NCBI GI 


g4006897 




BLAST score 


539 




E value 


3.0e-55 




Match length 


138 




% identity 


76 




NCBI Description 


(Z 997 08) globulin 




Seq. No. 


144155 




Seq. ID 


LIB3168-037-P1-K1 




Method 


BLASTX 




NCBI GI 


gll2682 




BLAST score 


676 




E value 


3.0e-71 




Match length 


159 




% identity 


80 




NCBI Description 


12S SEED STORAGE 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>giJL66678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144156 

LIB3168-037-P1-K1-E5 

BLASTX 

g3915847 

273 

3.0e-24 

63 

86 



17844 



NCBI Description 40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144157 

LIB3168-037-P1-K1-E6 

BLASTN 

g4490324 

306 

1.0e-172 

390 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone T9A14 
(ESSA project) 

144158 

LIB3168-037-P1-K1-E7 

BLASTN 

g560770 

500 

0.0e+00 

532 

98 

Arabidopsis thaliana rd22 gene, complete cds 
144159 

LIB3168-037-P1-K1-E8 

BLASTX 

g!628583 

102 

1.0e-56 

120 
91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144160 

LIB3168-037-P1-K1-E9 

BLASTX 

g4538963 

70 

4.0e-52 

138 

75 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD28776 . 1_AF134129__1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 

144161 

LIB3168-037-P1-K1-F10 

BLASTX 

gll2681 

722 

1.0e-76 

145 
96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 



17845 




cruciferin precursor (CRM) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thalianal >gi_808936^embj:AA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis^ thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144162 

LIB3168-037-P1-K1-F11 

BLASTX 

gl628583 

625 

3.0e-65 

120 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_entb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


1 A A 1 C> 


Seq. ID 


T TT501 CQ HQT D1 TV"1 TT""! O 

L1JdoIdo-Uo /— irl-l\i-r 1Z 


Method 


BLAbTX 




giDZO joj 


BLAST score 


c o c 
DZO 


E value 


3 . Oe-65 


Iff— 4- — V. "! — _ -,4- W 

Matcn lengtn 


ion 


% identity 




NCBI Description 


luooyioj izo crucirerm seeu storaye pxuLcin 




thaliana] >gi_28424 95_emb_CAA16892_ (AL02174 




cruciferin seed storage protein [Arabidopsis 


Seq. No. 


144164 


Seq. ID 


LIB3168-037-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


gl669601 


BLAST score 


211 


E value 


4.0e-33 


Match length 


117 


% identity 


68 


NCBI Description 


(D88747) AR401 [Arabidopsis thaliana] 


Seq. No. 


144165 


Seq. ID 


LIB3168-037-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


543 


E value 


7.0e-56 


Match length 


108 


% identity 


96 


NCBI Description 


(U66916) 12S cruciferin seed storage protein 



12S 



thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



144166 

LIB3168-037-P1-K1-F4 

BLASTX 

g267073 

281 

2.0e-25 



17846 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52 
98 

TUBULIN BETA-2 /BETA- 3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



144167 

LIB3168-037-P1-K1-F7 

BLASTX 

g2894574 

480 

3.0e-48 

123 

78 

(AL021890) peroxidase prxrl 
>gi_2 9 6 1 3 4 l_emb_CAAl 8 0 9 9 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL022140) peroxidase prxrl 



144168 

LIB3168-037-P1-K1-F8 

BLASTX 

gll61171 

133 

1.0e-07 

124 

18 

(L42465) late embryogenesis abundant protein [Picea glauca] 
144169 

LIB3168-037-P1-K1-F9 

BLASTN 

g3659491 

292 

1.0e-163 

476 

98 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

144170 

LIB3168-037-P1-K1-G1 

BLASTX 

gll2737 

169 

2.0e-12 

35 

86 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB3884 4.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 



144171 



17847 



Sea ID 


LIB3168-037-P1-K1-G10 


Mp1" hod 


BLASTX 


NCBI GI 


g3850063 


BLAST score 


196 ^ 


xj v Q. -J. 


5.0e-15 


Ma +■ o 1 can rrf* Vi 

Lid L L-il ICli^ Lll 


116 


9: 1 H ATI t"1 i" V 


36 


NCRT HpspriDtion 


(AJ223830) ARE1 [Rattus 




144172 


Qprr TD 


LIB3168-037-P1-K1-G11 


Mpt hnH 


BLASTX 


NCBI GI 


g!628583 


BLAST score 


555 


E value 


3.0e-57 


Match length 


116 


% identity 


93 


NCBI Description 


(U66916) 12S cruciferin 



thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144173 

LIB3168-037-P1-K1-G12 

BLASTX 

g461841 

333 

2.0e-31 

78 

81 

CRUCIFERIN CRU4 PRECURSOR 
PROTEIN) 



(US GLOBULIN) (12S STORAGE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144174 

LIB3168-037-P1-K1-G2 

BLASTX 

gll2743 

418 

3.0e-41 

115 

72 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68856_pir NWMU4 2S albumin 4 precursor - 

Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

144175 

LIB3168-037-P1-K1-G3 

BLASTN 

g4159712 

250 

1.0e-138 

281 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 



17848 



MWI23, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144176 

LIB3168-037-P1-K1-G4 

BLASTX 

g544424 

450 

5.0e-45 

87 

100 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_419755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_emb_CAA78711_ (Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144177 

LIB3168-037-P1-K1-G5 

BLASTX 

gll2682 

630 

6.0e-66 

136 
87 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


144178 


Seq. ID 


LIB3168-037-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2244759 


BLAST score 


413 


E value 


1.0e-40 


Match length 


116 


% identity 


74 


NCBI Description 


(Z97335) selenium-binding protein [Arabidopsis thaliana] 


Seq. No. 


144179 


Seq. ID 


LIB3168-037-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


821 


E value 


3.0e-88 


Match length 


155 


% identity 


99 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi 81605 pir S08510 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 



144180 



17849 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-037-P1-K1-G8 

BLASTX 

g421826 

448 

1.0e-44 

117 
74 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_eitib_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



144181 

LIB3168-037-P1-K1-G9 

BLASTX 

g4006848 

74 

1.3e+00 

114 

63 

(AJ131433) selenocysteine methyltransf erase [Astragalus 
bisulcatus] 

144182 

LIB3168-037-P1-K1-H1 

BLASTX 

gll2682 

167 

3.0e-12 

47 

74 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_l 66678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144183 

LIB3168-037-P1-K1-H10 

BLASTX 

gll2682 

559 

1.0e-57 

106 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144184 

LIB3168-037-P1-K1-H11 

BLASTN 

g2842474 

216 

1.0e-118 
240 



17850 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
{ESSAII project) 

144185 

LIB3168-037-P1-K1-H12 

BLASTX 

gll2682 

324 

1.0e-30 

66 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144186 

LIB3168-037-P1-K1-H2 

BLASTX 

gll2741 

334 

2.0e-34 

77 

96 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144187 

LIB3168-037-P1-K1-H3 

BLASTX 

gl628583 

697 

6.0e-77 

154 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144188 

LIB3168-037-P1-K1-H4 

BLASTX 

g3860165 

597 

6.0e-62 

155 

43 

(AF098963) disease resistance protein RPPl-WsB [Arabidopsis 
thaliana] 



17851 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144189 

LIB3168-037-P1-K1-H5 

BLASTX 

gll2682 

755 

1.0e-80 

144 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144190 

LIB3168-037-P1-K1-H6 

BLASTX 

g4204298 

387 

8.0e-38 

79 

94 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144191 

LIB3168-037-P1-K1-H7 

BLASTX 

gll2682 

705 

1.0e-74 

157 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144192 

LIB3168-037-P1-K1-H8 

BLASTX 

g4204298 

596 

7.0e-62 

150 

78 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



144193 

LIB3168-037-P1-K1-H9 

BLASTX 

gl!2741 

109 

1.0e-38 
102 



17852 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144194 

LIB3168-040-P1-K1-A11 

BLASTX 

gl628583 

545 

4.0e-56 

105 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144195 

LIB3168-040-P1-K1-A12 

BLASTX 

g!628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144196 

LIB3168-040-P1-K1-A2 

BLASTX 

g4056488 

381 

8.0e-37 

70 

96 

(AC005896) unknown protein [Arabidopsis thaliana] 
144197 

LIB3168-040-P1-K1-A3 

BLASTX 

gl628583 

604 

7.0e-63 

147 

81 

(U66916) 
thaliana 



12S cruciferin seed storage protein [Arabidopsis 
>gi_2842495 emb_CAA16892_ (AL021749) 12S 



Seq. No. 
Seq. ID 



cruciferin seed storage protein [Arabidopsis thaliana] 
144198 

LIB3168-040-P1-K1-A4 



17853 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll2681 

441 

2.0e-54 

154 
79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144199 

LIB3168-040-P1-K1-A7 

BLASTX 

gl628583 

46 

8.0e-72 

148 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144200 

LIB3168-040-P1-K1-A9 

BLASTX 

g2689720 

747 

1.0e-79 

149 

99 

(AF037168) DnaJ homologue [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144201 

LIB3168-040-P1-K1-B10 

BLASTN 

g2494106 

380 

0.0e+00 

438 

98 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144202 

LIB3168-040-P1-K1-B11 

BLASTN 

g4490701 

94 

3.0e-45 

262 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T24A18 
(ESSA project) 



Seq. No. 



144203 



17854 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-040-P1-K1-B2 

BLASTX 

g4204299 

675 

4.0e-71 

131 
100 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144204 

LIB3168-040-P1-K1-B3 

BLASTX 

gl628583 

201 

7.0e-16 

45 
96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


1 A A on c 


oeq. lu 


LiXDOX DO UflU rl M DO 


Method 


BLASTX 


NCBI GI 


g2511725 


BLAST score 


535 


E value 


7.0e-55 


Match length 


115 


% identity 


91 


NCBI Description 


(AF021937) catalase 


Seq. No. 


144206 


Seq. ID 


LIB3168-04 0-P1-K1-B7 


Method 


BLASTN 


NCBI GI 


gl935913 


BLAST score 


49 


E value 


1.0e-18 


Match length 


113 


% identity 


86 


NCBI Description 


Arabidopsis thaliana 




mRNA, partial cds 


Seq. No. 


144207 


Seq. ID 


LIB3168-040-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


609 


E value 


2.0e-63 


Match length 


151 


% identity 


79 



1 [Arabidopsis thaliana] 



1 homolog (Llsl) 



NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



144208 

LIB3168-040-P1-K1-C1 



17855 




TV/T/"-i -4— V\ y~\ r-\ 


DXiriO 1 A 


INOol oX 


rrl 69ft^fi"3 
y lOiio jo j 


dlaoi score 




E value 


2.0e-65 


Match length 


153 


Q* A riant* -J 4— t x 


O X 


NCBI Description 


fTl££G1£^ I OO rivnni "Pari n oaqH o -H /-\*k* a nvn - !" o 1 ri rZiTaKl HnriQT Q 

^uooyxoy lio crucxisrin octsu. bioiayc piuLcxn l ni ajjxuup o j. & 




fVi^T -5 -an-il s./->r-i 9 Q /l 0 A Q R owiK r""ZiZ\l£;QQ9 fZiTn9174Cn 1 9^* 

una ii ana j -^gi zo^zftyo emu oririxooyz ^rxjuz x / *± x^o 




cruciierin seeu storage protein L^xacxciupoxib uiicix-Lcixia. j 


Seq. No. 


1 A A OC\ Q 

X4 4zuy 


oeq* xu 


T TR^I fifi-OAD-Pl -Kl — PI 9 




RT nCTM 


MpDT (IT 




BLAST score 


212 


E value 


1.0e-116 


jyxau.cn iengtn 


9 "3 "3 


% identity 


y t 


isi^rSi Description 


b-enoiuic sequence ror HraDiaopsis i.naiiana oas^ rxurtOf 




OUUipiCUC ijC\^UcUOc 


O « "KT a 

beq. wo. 


1 A A 9 1 fi 


oeq. lu 


T TR^1 ^^-040 — Pi "PcTl -P9 




RT BQfy 

DJjJ-iO X A. 


NCBI GI 


g3172023 


BLAST score 


587 


E value 


o . ue - ox 


Matca iengtn 


XZ4 


% identity 


r\ /i 


jnL/dx ucscripLion 


(7\Tif\C\£*Qr\A \ al H^Vi ttH^ r\vi Haoa r BraKi r\ <~\r-\ oio i*ha 1 i ana 1 
^iiDUU JOU^t j aXQcIiyCie OAlQabc [■"■l c "^l^-'- t - > .t-''^l^ > L.Iia.XXailct J 


Seq. No. 


"\ A A 91 1 

X4 4ZX1 


oeq. lu 


ljlt)jlOo"U4U ri i\l Lj 


Method 


oXiiiO 1 A 


NCBI GI 


g3869088 


BLAST score 


689 


E value 


o * ue~ / j 


Matcn iengtn 


1 *3C 

X 


% identity 


QQ 


NCBI Description 


y,AoUxy4^/j elongation racior i aipna [jNicotiana pamcuiauaj 


oeq. no. 


1 A A 91 9 
144Zl«c 


oeq. iu 


T TR^1 fift — DdO — Pi — Kl — CA 
iilDJlDD U^iVJ irX XVX ^1 


rictnou 


PT ZIQTKT 
oXiriD 1 IN 


1NU.D1 \j± 


y 4 xo y / UD 


BLAST score 


125 


E value 


6.0e-64 


Matcn iengtn 


9 Q A 

zy4 


% identity 


y / 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MGD8/ complete sequence 


Seq. No. 


144213 


Seq. ID 


LIB3168-040-P1-K1-C5 


Method 


BLASTN 


NCBI GI 


gl628582 


BLAST score 


41 



17856 



E value 
Match length 
% identity 
NCBI Description 



6.0e-14 

55 
96 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 



Qp n No 


144214 


Qao ID 


LIB3168-040-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


a!695717 


BLAST 9rnr? 


511 


E value 


2.0e-64 


Match length 


137 


% identity 


90 


NCBI Description 


(D89341) luminal binding protein 


Sea No 


144215 


Spo TD 


LIB31 68-04 0-P1-K1-C7 


Mp+* hor$ 

1 1^ Ul \-A 


BLASTX 








£. x u 


J_l V CLJ- 


2 . Oe-17 


l v ia.LL»il XCllyL.il 


o u 


% identity 


50 


NCBI Description 


(AC005106) T25N20.9 [Arabidopsis 




1 4491 




LID J1UO U1U irX 1\X UXVJ 


Method 


BLASTX 


WPRT PT 


rr4 




269 


■i—i v ct _i_ lx \^ 


1 Oe-23 


Matr'hi 1 pnrT"f~hi 


95 


% i dpnt it v 


59 


NCBI Description 


(AB017693) transfactor [Nicotiana 


Spct No 


144217 


Sprr TD 


LTB31 68-04 0-P1-K1-D11 


Mat" hriH 




NCBI GI 


a3355463 


QlariO J. bUUIc 


4 4 4 
*± 1 *i 


E value 




i iq u xciiyuii 


*± J \J 


% identitv 


99 


NCBI Description 


Arabidopsis thaliana chromosome I 




sequence, complete sequence [Arab 


Seq. No. 


144218 


Seq. ID 


LIB3168-040-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


620 


E value 


1.0e-64 


Match length 


120 


% identity 


99 



NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 



17857 



0 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144219 

LIB3168-040-P1-K1- 

BLASTX 

g2129659 

302 

1.0e-27 

93 

65 

oleosin, 
(L40954) 



■D4 



isoform 21K - Arabidopsis thaliana >gi_725260 
oleosin [Arabidopsis thaliana] 



144220 

LIB3168-040-P1-K1-D5 

BLASTN 

g987013 

104 

8.0e-52 

128 

95 

A. thaliana mRNA for oleosin (isoform; 841 bp) 
>gi_987015_emb_Z54165_ATOLEOSN3 A. thaliana mRNA for oleosin 
(isoform; 841 bp) 

144221 

LIB3168-040-P1-K1-D7 

BLASTX 

g2924262 

283 

7.0e-26 

62 

87 

(Z00044) PSII 44kd protein [Nicotiana tabacum] 
144222 

LIB3168-040-P1-K1-E10 

BLASTN 

g4510392 

63 

7.0e-27 

233 

70 

Arabidopsis thaliana chromosome II BAC T17D12 genomic 
sequence, complete sequence 

144223 

LIB3168-040-P1-K1-E11 

BLASTX 

g2062164 

94 ' 

5.0e-03 

135 

11 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



17858 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144224 

LIB3168-040-P1-K1-E12 

BLASTX 

gll2681 

649 

4.0e-68 

127 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144225 

LIB3168-040-P1-K1-E2 

BLASTX 

g2160151 

82 

2.0e-48 

117 

91 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb_X77260) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144226 

LIB3168-040-P1-K1-E4 

BLASTX 

gl66765 

472 

2.0e-47 

98 

94 

(M23106) heat shock protein HSP70-1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144227 

LIB3168-040-P1-K1-E7 

BLASTN 

g4678266 

220 

1.0e-120 

244 

98 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



F15B8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144228 

LIB3168-040-P1-K1-E8 

BLASTN 

g2853071 

404 

0.0e+00 

439 

89 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F24J7 



17859 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



<0 



144229 

LIB3168-040-P1-K1-E9 

BLASTX 

gll2739 

609 

2.0e-63 

142 

83 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144230 

LIB3168-040-P1-K1-F10 

BLASTX 

gll2741 

781 

1.0e-83 

146 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi__166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_ernb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144231 

LIB3168-040-P1-K1-F12 

BLASTX 

g!12737 

460 

4.0e-46 

115 

77 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 



144232 

LIB3168-040-P1-K1-F2 

BLASTX 

gl628583 

394 

5.0e-61 

139 

89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



17860 



0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144233 

LIB3168-040-P1-K1-F3 

BLASTX 

g2832674 

161 

3.0e-ll 

40 

80 

(AL021712) 
thaliana] 



fibrillin precursor-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144234 

LIB3168-040-P1-K1-F4 

BLASTX 

g!592670 

455 

2.0e-45 

123 
70 

(X91920) dehydrin [Arabidopsis thaliana] 

>gi_4567280_gb_AAD23693.1_AC006841_21 (AC006841) putative 
dehydrin [Arabidopsis thaliana] 

144235 

LIB3168-040-P1-K1-F5 

BLASTN 

gl931636 

446 

0.0e+00 

470 

99 

Arabidopsis thaliana BAC T19D16 genomic sequence 
144236 

LIB3168-040-P1-K1-F6 

BLASTX 

g2129642 

60 

3.0e-78 

146 

95 

major latex protein type 3 - Arabidopsis thaliana 
>gi_11074 95__emb__CAA63027_ (X91961) major latex protein 
type3 [Arabidopsis thaliana] 

144237 

LIB3168-040-P1-K1-F7 

BLASTN 

g4582444 

102 

2.0e-50 

130 

95 

Arabidopsis thaliana chromosome II BAC T9H9 genomic 



17861 



€1 



sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144238 

LIB3168-040-P1-K1-F8 

BLASTN 

g4220630 

219 

1.0e-120 

404 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
K2K18, complete sequence [Arabidopsis thaliana] 



clone 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144239 

LIB3168-040-P1-K1-G1 

BLASTX 

g4704766 

562 

6.0e-58 

152 

62 

(AF131223) protein disulfide isomerase homolog; 
[Datisca glomerata] 



PDI 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144240 

LIB3168-040-P1-K1-G10 

BLASTX 

gl!69476 

634 

2.0e-66 

127 

97 

ELONGATION FACTOR 1-ALPHA (EF-1-ALPHA) ( VI TRONECT IN-L I KE 
ADHESION PROTEIN 1) (PVN1) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144241 

LIB3168-040-P1-K1-G11 

BLASTX 

g4204298 

621 

8.0e-65 

153 

80 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144242 

LIB3168-040-P1-K1-G12 

BLASTN 

g2618603 

407 

O.Oe+00 

411 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSL3, complete sequence [Arabidopsis thaliana] 



PI clone: 



17862 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144243 

LIB3168-040-P1-K1-G3 

BLASTX 

g3915961 

295 

1.0e-26 

143 
53 

HYPOTHETICAL 267 KD PROTEIN (ORF 2280) 

>gi_2924274_emb_CAA77427_ (Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi_2924285_emb_CAA77438_ (Z00044) hypothetical 
protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144244 

LIB3168-040-P1-K1-G4 

BLASTX 

g2959781 

709 

3.0e-75 

137 
96 

(AJ223508) Zwille protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144245 

LIB3168-040-P1-K1-G6 

BLASTX 

g4630748 

428 

3.0e-42 

82 
100 

(AC007236) putative anion exchange protein 3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144246 

LIB3168-040-P1-K1-G7 

BLASTN 

g3335170 

115 

6.0e-58 

262 

96 

Arabidopsis thaliana embryo- specif ic protein 3 
complete cds 



(ATS3) gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144247 

LIB3168-040-P1-K1-G8 

BLASTN 

g3402745 

216 

1.0e-118 

441 

96 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F18E5 



17863 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144248 

LIB3168-040-P1-K1-G9 

BLASTN 

g2351064 

47 

3.0e-17 

456 

49 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDJ22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144249 

LIB3168-040-P1-K1-H1 

BLASTX 

gll2682 

620 

1.0e-64 

146 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144250 

LIB3168-040-P1-K1-H10 

BLASTX 

g3335169 

615 

4.0e-64 

134 

82 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb__CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 



Seq. No. 


144251 


Seq. ID 


LIB3168-040-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2650133 


BLAST score 


265 


E value 


4.0e-23 


Match length 


113 


% identity 


50 


NCBI Description 


(AE001070) ribonuclease PH (rph) 


Seq. No. 


144252 


Seq. ID 


LIB3168-040-P1-K1-H2 


Method 


BLASTN 


NCBI GI 


g336917 


BLAST score 


48 


E value 


8.0e-18 


Match length 


120 


% identity 


90 


NCBI Description 


Epifagus virginiana chloroplast 



[Archaeoglobus fulgidus] 



17864 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144253 

LIB3168-040-P1-K1-H4 

BLASTX 

g!706749 

4 63 

2.0e-46 

99 

95 

3-OXOACYL-[ACYL-CARRIER-PROTEIN] SYNTHASE I PRECURSOR 

{ BETA-KETOACYL-ACP SYNTHASE 1} (KAS I) >gi_780814 (U24177) 

3-ketoacyl-acyl carrier protein synthase I [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144254 

LIB3168-040-P1-K1-H5 

BLASTN 

g3885325 

149 

4.0e-78 

217 

92 

Arabidopsis thaliana chromosome II BAC T20P8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144255 

LIB3168-040-P1-K1-H6 

BLASTN 

g3367500 

124 

2.0e-63 

196 

91 

REVERSE-COMPLEMENT OF: F23 J3 . GCG. SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144256 

LIB3168-040-P1-K1-H8 

BLASTX 

g4063751 

198 

9.0e-16 

79 

48 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD21495.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144257 

LIB3168-040-P1-K1-H9 

BLASTN 

g4733991 

80 

6.0e-37 

238 

90 

Arabidopsis thaliana chromosome II BAC T4D8 genomic 
sequence, complete sequence 



17865 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144258 

LIB3168-041-P1-K1-A10 

BLASTX 

gl628583 

175 

7.0e~13 

80 

47 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144259 

LIB3168-041-P1-K1-A11 

BLASTX 

gl628583 

606 

5.0e-63 

147 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144260 

LIB3168-041-P1-K1-A12 

BLASTX 

g!12682 

630 

6.0e-66 

137 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (XI 4313) 12S seed 
storage protein [Arabidopsis thaliana] 

144261 

LIB3168-041-P1-K1-A2 

BLASTX 

gl628583 

237 

5.0e-20 

112 

41 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



144262 

LIB3168-041-P1-K1-A3 

BLASTX 

gl628583 

564 

3.0e-58 



17866 



0 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136 
82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144263 

LIB3168-041-P1-K1-A4 

BLASTN 

g4097693 

39 

2.0e-13 

39 
100 

Arabidopsis thaliana prohibitin 1 (Atphbl) gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



144264 

LIB3168-041-P1-K1-A5 

BLASTX 

gl628583 

432 

1.0e-42 

120 

71 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144265 

LIB3168-041-P1-K1-A7 

BLASTX 

gl628583 

378 

9.0e-4 9 

110 
91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144266 

LIB3168-041-P1-K1-A8 

BLASTX 

gl628583 

254 

4.0e-22 

84 
61 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144267 

LIB3168-041-P1-K1-B1 

BLASTX 

g2129659 



17867 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277 

1.0e-24 

127 

38 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] 

144268 

LIB3168-041-P1-K1-B10 

BLASTX 

gll2681 

823 

2.0e-88 

156 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi__808936_emb__CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144269 

LIB3168-041-P1-K1-B11 

BLASTX 

gl628583 

618 

2.0e-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144270 

LIB3168-041-P1-K1-B12 

BLASTN 

g2264306 

208 

1.0e-113 

216 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBK5, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144271 

LIB3168-041-P1-K1-B2 

BLASTX 

gl628583 

81 

2.0e-59 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



144272 



17868 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



LIB3168-041-P1-K1-B3 

BLASTX 

gl628583 

495 

3.0e-50 

113 

84 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144273 

LIB3168-041-P1-K1-B4 

BLASTX 

gll2737 

612 

9.0e-64 

132 

87 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144274 

LIB3168-041-P1-K1-B5 

BLASTN 

gl66612 

129 

1.0e-66 

145 

97 

A. thaliana at2S4 gene encoding albumin 2S subunit 4, 
complete cds 

144275 

LIB3168-041-P1-K1-B7 

BLASTX 

gl628583 

223 

8.0e-19 

48 
92 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144276 

LIB3168-041-P1-K1-B9 

BLASTX 

gll2741 

52 

6.0e-13 
43 



17869 




% identity 95 

NCBI Description 2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_l 66 616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_3 952 01_emb_CAA8 08 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1__ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144277 

LIB3168-041-P1-K1-C10 

BLASTX 

g2244994 

582 

3.0e-60 

155 
79 

(Z97341) similarity to isp4 protein - fission yeast 
[Arabidopsis thaliana] 



144278 

LIB3168-041-P1-K1-C11 
BLASTX 
gll2741 
196 

5.0e-21 
117 
55 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855_pir_ 



3 PRECURSOR (2S ALBUMIN STORAGE 
_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144279 

LIB3168-041-P1-K1-C12 

BLASTX 

g4185505 

419 

4.0e-41 

112 

73 

(AF101038) nonspecific lipid-transf er protein precursor 
[Brassica napus] 

144280 

LIB3168-041-P1-K1-C3 

BLASTX 

gl628583 

366 

4.0e-35 

84 

83 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 



17870 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



144281 

LIB3168-041-P1-K1-C5 

BLASTX 

gl628583 

503 

5.0e-51 

102 
92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144282 

LIB3168-041-P1-K1-C6 

BLASTX 

gl!2739 

533 

2.0e-54 

149 

71 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

144283 

LIB3168-041-P1-K1-C7 

BLASTX 

gl628583 

435 

2.0e-43 

95 

88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144284 

LIB3168-041-P1-K1-C8 

BLASTX 

g226120 

54 

2.0e-18 

154 

38 

vicilin gene B [Saguinus oedipus] 
144285 

LIB3168-041-P1-K1-C9 

BLASTN 

g4469002 

240 



- 17871 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-132 

304 
94 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T29A15 



144286 

LIB3168-041-P1-K1-D10 

BLASTX 

gll2737 

675 

4.0e-71 

156 

83 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853__pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144287 

LIB3168-041-P1-K1-D11 

BLASTX 

gll2681 

649 

4.0e-68 

145 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14 312) 12S seed 
storage protein [Arabidopsis thaliana] 

144288 

LIB3168-041-P1-K1-D12 

BLASTX 

gl001311 

155 

4.0e-10 

81 
48 

(D64006) hypothetical protein - [Synechocystis sp.] 
144289 

LIB3168-041-P1-K1-D2 

BLASTX 

g!628583 

88 

4.0e-77 

151 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17872 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



144290 

LIB3168-041-P1-K1-D3 

BLASTX 

gll2737 

641 

4.0e-67 

135 

89 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_l 66614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



144291 

LIB3168-041-P1-K1-D5 

BLASTN 

g2760165 

175 

1.0e-93 

463 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAC9, complete sequence [Arabidopsis thaliana] 



PI clone: 



144292 

LIB3168-041-P1-K1-D6 

BLASTN 

g3449313 

56 

2.0e-23 

77 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21P3, complete sequence [Arabidopsis thaliana] 

144293 

LIB3168-041-P1-K1-D8 

BLASTX 

gl628583 

440 

1.0e-43 

118 
75 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144294 

LIB3168-041-P1-K1-D9 

BLASTX 

g3157930 

641 

4.0e-67 



17873 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



120 
99 

(AC002131) Strong similarity to 

amino-cyclopropane-carboxylic acid oxidase gb__L27664 from 
Brassica napus. ESTs gb_Z48548 and gb_Z48549 come from 
this gene. [Arabidopsis thaliana] 

144295 

LIB3168-041-P1-K1-E10 

BLASTX 

gl628583 

807 

1.0e-86 

157 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144296 

LIB3168-041-P1-K1-E11 

BLASTX 

gl628583 

613 

7.0e-64 

120 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144297 

LIB3168-041-P1-K1-E12 

BLASTX 

gll2682 

648 

5.0e-68 

150 
83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144298 

LIB3168-041-P1-K1-E3 

BLASTX 

gl628583 

185 

2.0e-14 

41 

88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17874 



II 



Seq. No. 


144299 


Seq. ID 


LIB3168- 


Method 


BLASTN 


NCBI GI 


g2288979 


BLAST score 


93 


E value 


3 . Oe-45 


Match length 


153 


% identity 


93 


NCBI Description 


Arabidop 




sequence 


Seq. No. 


144300 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


gl931647 


BLAST score 


576 


E value 


1.0e-59 


Match length 


127 


% identity 


84 


NCBI Description 


(U95973) 




[Arabido] 


Seq. No. 


144301 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


g3877252 


BLAST score 


255 


E value 


5 . Oe-22 


Match length 


119 


% identity 


45 


NCBI Description 


(Z93382) 


Seq. No* 


144302 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


638 


E value 


8.0e-67 


Match length 


147 


% identity 


84 


NCBI Description 


12S SEED 



041-P1-K1-E4 



complete sequence [Arabidopsis thaliana] 



041-P1-K1-E5 



041-P1-K1-E6 



F4 5G2.10 [Caenorhabditis elegans] 



cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144303 

LIB3168-041-P1-K1-E8 

BLASTX 

g!12739 

434 

5.0e-43 

119 
73 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 



17875 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

144304 

LIB3168-041-P1-K1-E9 

BLASTN 

g886433 

96 

2.0e-46 

193 

98 

A. thaliana mRNA for ARP protein 
144305 

LIB3168-041-P1-K1-F1 

BLASTX 

gll2682 

232 

2.0e-19 

84 

61 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144306 

LIB3168-041-P1-K1-F10 

BLASTN 

g4432829 

438 

0.0e+00 

470 

98 

Arabidopsis thaliana chromosome II BAC T1B3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144307 

LIB3168-041-P1-K1-F11 

BLASTN 

g3176695 

295 

1.0e-165 

355 
96 

Arabidopsis thaliana chromosome I BAC F14J9 genomic 
sequence contains phyA marker, complete sequence 
[Arabidopsis thaliana] 

144308 

LIB3168-041-P1-K1-F12 

BLASTX 

gl628583 

85 



17876 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-51 

120 

86 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144309 

LIB3168-041-P1-K1-F2 

BLASTN 

g4220635 

215 

1.0e-117 

415 
97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDB19/ complete sequence [Arabidopsis thaliana] 

144310 

LIB3168-041-P1-K1-F3 

BLASTX 

gl628583 

79 

2.8e-01 

119 

84 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144311 

LIB3168-041-P1-K1-F5 

BLASTX 

g4160573 

152 

1.0e-10 

82 

45 

(AL035226) guanine nucleotide binding protein beta 
subunit-like [Schizosaccharomyces pombe] 

144312 

LIB3168-041-P1-K1-F6 

BLASTX 

gll2739 

509 

1.0e-51 

144 

72 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi__395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



17877 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144313 

LIB3168-041-P1-K1-F7 

BLASTX 

g464775 

499 

1.0e-50 

130 
74 

SUPEROXIDE DISMUTASE 
superoxide dismutase 
superoxide dismutase 



PRECURSOR (MN) >gi_542013_pir S39492 

- Para rubber tree >gi_348137 (L11707) 
(manganese) [Hevea brasiliensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
.E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144314 

LIB3168-041-P1-K1-F8 

BLASTX 

g4567278 

673 

6.0e-71 

149 

91 

(AC006841) putative anthracycline associated resistance ARX 
protein [Arabidopsis thaliana] 

144315 

LIB3168-041-P1-K1-F9 

BLASTX 

g2384671 

789 

2.0e-84 

155 

95 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 



144316 

LIB3168-041-P1-K1-G1 

BLASTN 

g3335170 

110 

6.0e-55 

332 

95 

Arabidopsis thaliana embryo-specific protein 3 
complete cds 



(ATS3) gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144317 

LIB3168-041-P1-K1-G10 

BLASTN 

gl244740 

452 

0.0e+00 
4 64 
99 

Arabidopsis thaliana nuclear ribosomal ITS-1, 5. 
ribosomal RNA, and ITS-2 



8S 



Seq. No. 



144318 



17878 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-041-P1-K1-G11 

BLASTN 

g4519183 

175 

1.0e-93 

268 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K15C23, complete sequence 

144319 

LIB3168-041-P1-K1-G2 

BLASTN 

g4314374 

256 

1.0e-142 

446 

95 

Arabidopsis thaliana chromosome II BAG F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 





± *± *t 3£. u 


Qprr jn 

OC^ • J- L/ 


T.TM1 -PI -K1 


Method 


BLASTX 


NCBI GI 


g3021336 


BLAST score 


194 


E value 


9.0e-15 


Match length 


58 


% identity 


72 


NCBI Description 


(AJ224 957) RGA-like [Arabidopsis thaliana] 


Seq. No. 


144321 


Seq. ID 


LIB3168-041-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2654868 


BLAST score 


219 


E value 


8.0e-23 


Match length 


63 


% identity 


92 


NCBI Description 


(AF015301) RbohApl08 [Arabidopsis thaliana] 


Seq. No. 


144322 


Seq. ID 


LIB3168-041-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


gll9143 


BLAST score 


689 


E value 


8.0e-73 


Match length 


137 


% identity 


96 



NCBI Description 



ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA344 55_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 



17879 



n 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

144323 

LIB3168-041-P1-K1-G6 

BLASTN 

g4220643 

158 

6.0e-84 

178 
97 

Arabidopsis thaliana genomic DNA f chromosome 5, PI clone 
MWD22, complete sequence [Arabidopsis thaliana] 

144324 

LIB3168-041-P1-K1-G7 

BLASTX 

g4056500 

217 

2.0e-17 

48 

94 

(AC005896) putative acetyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



144325 

LIB3168-041-P1-K1-G8 

BLASTN 

g4006885 

311 

1.0e-175 

469 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

144326 

LIB3168-041-P1-K1-G9 

BLASTX 

gll2682 

634 

2.0e-66 

152 
81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144327 

LIB3168-041-P1-K1-H1 

BLASTN 

g4079614 

90 

1.0e-43 
106 



17880 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
-E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144328 

LIB3168-041-P1-K1-H10 

BLASTX 

g3132475 

655 

8.0e-69 

158 

81 

(AC003096) similar to proline-rich protein [Arabidopsis 
thaliana] 

144329 

LIB3168-041-P1-K1-H11 

BLASTX 

gll2682 

709 

4.0e-75 

159 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144330 

LIB3168-041-P1-K1-H2 

BLASTX 

gll2741 

672 

2.0e-73 

144 

95 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144331 

LIB3168-041-P1-K1-H4 

BLASTX 

gll2682 

607 

2.0e-77 

157 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937 emb CAA324 94 (X14313) 12S seed 



17881 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



storage protein [Arabidopsis thaliana] 
144332 

LIB3168-041-P1-K1-H5 

BLASTN 

g3869067 

250 

1.0e-138 

401 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MCK7, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



144333 

LIB3168-041-P1-K1-H7 

BLASTX 

gll2681 

621 

8.0e-65 

156 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi__808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144334 

LIB3168-041-P1-K1-H9 

BLASTX 

gl628583 

518 

9.0e-53 

120 
85 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144335 

LIB3168-043-P1-K1-A1 

BLASTX 

gll2681 

332 

4.0e-31 

66 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



144336 
LIB3168- 
BLASTX 
gl!2682 



043-P1-K1-A10 



17882 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



588 

4.0e-61 

124 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor {CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144337 

LIB3168-043-P1-K1-A11 

BLASTX 

g343210 

513 

3.0e-52 

108 

91 

(M35995) apo cytochrome b6 (alt.) [Oryza sativa] 
>gi_2267 62_prf 1604469A cytochrome b6 [Oryza sativa] 

144338 

LIB3168-043-P1-K1-A12 

BLASTN 

g4587582 

47 

3.0e-17 

121 

87 

Arabidopsis thaliana chromosome II BAC T16B14 genomic 
sequence, complete sequence 

144339 

LIB3168-043-P1-K1-A2 

BLASTN 

g2494110 

342 

0. 0e+00 
354 

99 

Sequence of BAC T1G11 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

144340 

LIB3168-043-P1-K1-A3 

BLASTN 

g3985958 

318 

1.0e-179 

338 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZN1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



144341 

LIB3168-043-P1-K1-A4 
BLASTX 



17883 



CI 



NCBI GI 


g2129657 


BLAST score 


243 


E value 


1. Oe-20 


Match length 


77 


% identity 


68 


NCBI Description 


0] po^i n i ^nfriTTn — At^Tdi Hodq i q I- h a 1 

UXCVOxll villi nj.GJJxUUUo±0 L. 1 1 GL X 




>ai 987014 Pmb CAA90877 f 7.541 64 ^ < 




thai ianal >rH 987 01 6 pmh PA A 9087 8 
L-iJia. j. j-caiid j ^y_L _?o r uxo cull/ ^nnjuo / 0 




TArabidoDsis thalianal 


Qpa Mn 

O ^ • JL^I W • 


144342 


Seq. ID 


LIB3168-043-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3335171 


BLAST score 


553 


E value 


5. Oe-57 


Match lpncrth 


119 


2r -i Hpnf 1 i" V 


89 


NCBI Description 


( AFO 67 8 58} PTTilrrvA— c?r^op 1 f -j p nro+'p t n 




144^4^ 

X *i *± J *± _? 


Seq. ID 


LIB3168-043-P1-K1-A6 


Method 


BLASTN 


NCBI GI 


g4567300 


BLAST score 


50 


E value 


4.0e-19 


Liu XCll^ Lll 


1 98 

X ZJ 0 




ft R 




aJjiuUpblb Lliallalla CnrOIUOSOuie XX 






Qprr Mo 


1 44^44 

Xri 4 J14 


Sea. ID 


LIB3168-043-P1-K1-A7 

XJXUJXUU VTJ XT J. XV X 11 1 


Method 


BLASTX 


NCBI GI 


gl!2741 


BLAST score 


520 


E value 


4.0e-53 


Match length 


111 


% identity 


87 



oleosin [Arabidopsis 
(Z54165) oleosin 



3 [Arabidopsis thaliana] 



MHK10 genomic 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144345 

LIB3168-043-P1-K1-A9 

BLASTX 

gl628583 

374 

5.0e-36 

70 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 



17884 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144346 

LIB3168-043-P1-K1-B1 

BLASTX 

g3176874 

501 

6.0e-51 

96 

99 

(AF065639) cucumisin-like serine protease [Arabidopsis 
thaliana] 

144347 

LIB3168-043-P1-K1-B10 

BLASTX 

g4678299 

604 

6.0e-63 

118 

100 

(AL049655) cysteine proteinase precursor-like protein 
[Arabidopsis thaliana] 

144348 

LIB3168-043-P1-K1-B11 

BLASTN 

g4199934 

313 

1.0e-176 

317 
100 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

144349 

LIB3168-043-P1-K1-B2 

BLASTX 

gll2737 

363 

1.0e-34 

130 

60 

2S SEED STORAGE PROTEIN 1 PRECURSOR (23 ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



1350 

LIB3168-043-P1-K1-B3 

BLASTX 

gl628583 

550 

1.0e-56 



17885 



CI 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



138 
78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144351 

LIB3168-043-P1-K1-B5 

BLASTX 

gl628583 

375 

5.0e-36 

148 

57 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144352 

LIB3168-043-P1-K1-B6 

BLASTX 

gl628583 

659 

2.0e-69 

127 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144353 

LIB3168-043-P1-K1-B8 

BLASTN 

gl490552 

264 

1.0e-147 

268 

100 

Arabidopsis thaliana S-adenosylmethionine decarboxylase 
(SAMdc) mRNA, complete cds 

144354 

LIB3168-043-P1-K1-C10 

BLASTX 

gl628583 

573 

2.0e-70 

138 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144355 

LIB3168-043-P1-K1-C11 

BLASTX 

g4335745 



17886 





i 






oLiiioi score 


226 




£j value 


8. 


0e-19 




Ma +- ^Vi 1 pn rrt" Vi 


92 






% identity 


53 






NCBI Description 


(AC006284) 


putative hydrolase (contains an 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

144356 

LIB3168-043-P1-K1-C12 

BLASTX 

gll2739 

338 

8.0e-32 

105 

67 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

144357 

LIB3168-043-P1-K1-C2 

BLASTX 

gll2681 

603 

9.0e-63 

122 

93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi__166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144358 

LIB3168-043-P1-K1-C4 

BLASTX 

gl628583 

543 

9.0e-56 

105 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144359 

LIB3168-043-P1-K1-C6 

BLASTN 

g3298610 

151 

2.0e-79 
275 



17887 



II 



% identity 96 

NCBI Description Arabidopsis thaliana BAC T2H3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E 1 value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



144360 

LIB3168-043-P1-K1-D1 

BLASTX 

gl076414 

650 

3.0e-68 

141 

90 

subtilisin-like proteinase (EC 3.4.21.-) - Arabidopsis 
thaliana (fragment) >gi_757534_emb_CAA59963_ (X85974) 
subtilisin-like protease [Arabidopsis thaliana] 

144361 

LIB3168-043-P1-K1-D10 

BLASTX 

gl628583 

389 

1.0e-62 

126 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144362 

LIB3168-043-P1-K1-D2 

BLASTX 

gll2739 

347 

6.0e-33 

99 

73 

2S SEED STORAGE PROTEIN 2 PRECURSOR [23 ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205__emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

144363 

LIB3168-043-P1-K1-D3 

BLASTX 

gl628583 

602 

1.0e-62 

119 

98 

(U^6916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144364 

LIB3168-043-P1-K1-D4 



17888 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4185120 

78 

6.0e-36 

202 

94 

Arabidopsis thaliana chromosome 1 BAC F5F19 
complete sequence [Arabidopsis thaliana] 



sequence, 



144365 

LIB3168-043-P1-K1-D5 

BLASTX 

gll2682 

322 

3.0e-30 

79 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144366 

LIB3168-043-P1-K1-D8 

BLASTX 

gl628583 

630 

5.0e-66 

124 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144367 

LIB3168-043-P1-K1-D9 

BLASTX 

g2129657 

346 

9.0e-33 

100 
74 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



144368 

LIB3168-043-P1-K1-E1 

BLASTX 

g2129744 

282 

4.0e-47 

120 

81 

sulfate adenylyltransferase 



(EC 2.7.7.4) precursor (clone 



17889 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



APS 3) - Arabidopsis thaliana >gi_459144 (U06275) ATP 
sulfurylase [Arabidopsis thaliana] 

144369 

LIB3168-043-P1-K1-E10 

BLASTX 

gll2681 

44 

2.0e-54 

123 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144370 

LIB3168-043-P1-K1-E11 

BLASTX 

gll2741 

46 

9.0e-55 

128 

85 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi__395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144371 

LIB3168-043-P1-K1-E2 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144372 

LIB3168-043-P1-K1-E3 

BLASTX 

g3850816 

326 

2.0e-30 

78 

74 

(Y18348) U2 snRNP auxiliary factor, small subunit [Oryza 
sativa] 



Seq. No. 



144373 



17890 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-043-P1-K1-E5 

BLASTX 

g!628583 

350 

1.0e-50 

140 

76 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144374 

LIB3168-043-P1-K1-E6 

BLASTX 

gl!2737 

455 

1.0e-45 

114 

77 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144375 

LIB3168-043-P1-K1-E7 

BLASTX 

g2244750 

56 

2.0e-28 

72 

94 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

144376 

LIB3168-043-P1-K1-E8 

BLASTX 

gl408471 

417 

5.0e-41 

93 
85 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



144377 

LIB3168-043-P1-K1-E9 

BLASTX 

gl!2737 

455 

2.0e-45 



17891 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



114 
77 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144378 

LIB3168-043-P1-K1-F1 

BLASTX 

gl350680 

636 

1.0e-66 

121 

99 

60S RIBOSOMAL PROTEIN LI 
144379 

LIB3168-043-P1-K1-F10 

BLASTN 

g!66610 

149 

3.0e-78 

286 

91 

A. thaliana at2S2 gene encoding albumin 2S subunit 2, 
complete cds 

144380 

LIB3168-043-P1-K1-F11 

BLASTX 

gl628583 

611 

8.0e-64 

123 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144381 

LIB3168-043-P1-K1-F12 

BLASTX 

g2129657 

377 

3.0e-36 

105 

76 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ {Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 



144382 



17892 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-043-P1-K1-F2 

BLASTX 

gl628583 

469 

1.0e-56 

119 
95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144383 

LIB3168-043-P1-K1-F3 

BLASTX 

g2262112 

686 

2.0e-72 

130 
99 

(AC002343) trehalase precusor isolog [Arabidopsis thaliana] 
144384 

LIB3168-043-P1-K1-F4 

BLASTX 

g544425 

463 

1.0e-46 

90 

99 

GLYCINE-RICH RNA-BINDING PROTEIN 8 (CCR1 PROTEIN) 

>gi_419756__pir S30148 glycine-rich protein (clone AtGRP8) 

- Arabidopsis thaliana >gi_16305_emb_CAA78712_ (Z14988) 
glycine rich protein [Arabidopsis thaliana] >gi_166658 
(L04171) ORF [Arabidopsis thaliana] >gi_166839 (L00649) 
RNA-binding protein [Arabidopsis thaliana] 

144385 

LIB3168-043-P1-K1-F6 

BLASTX 

gl628583 

512 

3.0e-52 

125 

82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144386 

LIB3168-043-P1-K1-F7 

BLASTX 

gl628583 

586 

3.0e-61 

125 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



17893 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144387 

LIB3168-043-P1-K1-F8 

BLASTX 

gl628583 

569 

7.0e-59 

111 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144388 

LIB3168-043-P1-K1-F9 

BLASTN 

g4454585 

35 

2.0e-10 

78 

89 

Arabidopsis thaliana BAC T13D4 from chromosome IV near 21.5 
cM f complete sequence 

144389 

LIB3168-043-P1-K1-G11 

BLASTX 

g4204298 

652 

1.0e-68 

123 

99 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

144390 

LIB3168-043-P1-K1-G12 

BLASTX 

gll2682 

579 

5.0e-60 

129 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



144391 

LIB3168-043-P1-K1-G2 

BLASTX 

gll2737 

448 

1.0e-44 



17894 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 
88 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144392 

LIB3168-043-P1-K1-G4 

BLASTX 

gl334372 

172 

8.0e-13 

47 
79 

(X13366) pot. alt. CP-a2 protein (AA 1 - 4 61) [Secale 
cereale] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



144393 

LIB3168-043-P1-K1-G6 

BLASTX 

gl6285^83 

390 

5.0e-39 

89 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144394 

LIB3168-043-P1-K1-G7 

BLASTX 

gl628583 

402 

2.0e-39 

100 

81 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144395 

LIB3168-043-P1-K1-H1 

BLASTX 

gl628583 

374 

9.0e-37 

88 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



17895 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144396 

LIB3168-043-P1-K1-H10 

BLASTX 

gl592670 

440 

1.0e-43 

120 

69 

(X91920) dehydrin [Arabidopsis thaliana] 

>gi_4567280_gb_AAD23693.1_AC006841_21 (AC006841) putative 
dehydrin [Arabidopsis thaliana] 

144397 

LIB3168-043-P1-K1-H11 

BLASTX 

g!12743 

485 

5.0e-49 

114 

82 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68856_pir_NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA808 69_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

144398 

LIB3168-043-P1-K1-H12 

BLASTN 

g4589432 

67 

3.0e-29 

331 

93 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MMJ24, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



144399 

LIB3168-043-P1-K1-H4 

BLASTX 

gll2743 

330 

4.0e-31 

77 

81 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi__68856_pir NWMU4 2S albumin 4 precursor - 

Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA808 69_ 
(Z2474£) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490~713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

144400 

LIB3168-043-P1-K1-H5 



17896 



Method 


# 

BLASTX 


NCBI GI 


gl703115 


BLAST score 


530 


E value 


3.0e-54 


Match length 


97 


% identity 


100 


NCBI Description 


ACT IN 3 



>gi_2129526_pir S68112 actin 3 - Arabidopsis 

thaliana >gi_1145695 (U39480) actin [Arabidopsis thaliana] 
>gi_3236244 (AC004684) actin 3 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



144401 

LIB3168-043-P1-K1-H7 

BLASTX 

gl628583 

551 

7.0e-57 

106 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144402 

LIB3168-043-P1-K1-H9 

BLASTX 

gl31336 

334 

2.0e-31 

73 
92 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_72715_pir F2NT0P 

photosystem II phosphoprotein psbH - common tobacco 
chloroplast >gi_11857_emb_CAA77374_ (Z00044) PSII lOkD 
phosphoprotein [Nicotiana tabacum] 

>gi_225225_prf 1211235BG photosystem II lOkD 

phosphoprotein [Nicotiana tabacum] 

144403 

LIB3168-044-P1-K1-A1 

BLASTX 

g2160151 

500 

5.0e-51 

95 

99 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb_X77260) . [Arabidopsis thaliana] 

144404 

LIB3168-044-P1-K1-A11 

BLASTX 

g!12743 

558 

2.0e-57 

102 

100 



17897 



NCBI Description 



2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68856_pir NWMU4 2S albumin 4 precursor - 

Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



144405 

LIB3168-044-P1-K1-A12 

BLASTN 

g4757411 





977 


E value 


i . ue— ±D4 


Match length 




^ laenuiLy 


y 0 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 




MXC7, complete sequence 


oeq. no. 


1 A A a n a 




T Tim — 0^^— Pi —VI 7\ o 
lil DO 1DO Uflfl rl J\l HZ 


^VT^\ "f~ r% /^s 

netnou 




NCBI GI 


g4559371 


BLAST score 


631 


E value 


4 . Oe-oo 


Match length 


li / 


% identity 


91 


NCBI Description 


(ACUUoooo) putative peroxidase [Arabidopsis thaliana] 


oeq. wo. 


14440 / 


oeq. xjj 


JLjX no 1 D o ~ U 4 4 — Fl— ivl — 




Dij/iO 1 A 


HpDT r2T 




DllflOi 




Hi V d -L LiC- 




natcn lengcn 


1ZU 


% identity 


100 


NCBI Description 


(AL021890) peroxidase prxrl [Arabidopsis thaliana] 




>gi_2961341_emb_CAA18099 . 1__ (AL022140) peroxidase prxrl 




LAraDiaopsis unananaj 


Seq. No. 


144408 


Seq. ID 


LIB3168-044-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


550 


E value 


1.0e-56 


Match length 


132 


% identity 


80 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi_81605 pir S08510 




cruciferin precursor (CRB) - Arabidopsis thaliana 




>gi 166678 (M37248) 12S storage protein CRB [Arabidopsis 




thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 




storage protein [Arabidopsis thaliana] 


Seq. No. 


144409 


Seq. ID 


LIB3168-044-P1-K1-A6 



17898 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4589428 

416 

0.0e+00 

420 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFH8, complete sequence 

144410 

LIB3168-044-P1-K1-A7 

BLASTX 

gl345973 

487 

3.0e-4 9 

108 
82 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

144411 

LIB3168-044-P1-K1-A8 

BLASTX 

g4314379 

166 

1.0e-ll 

70 

46 

(AC006232) unknown protein [Arabidopsis thaliana] 
144412 

LIB3168-044-P1-K1-A9 

BLASTX 

gl053093 

403 

2.0e-39 

98 

83 

(U38550) zeta-carotene desaturase precursor [Arabidopsis 
thaliana] 

144413 

LIB3168-044-P1-K1-B1 

BLASTX 

gll2682 

444 

4.0e-44 

99 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 



17899 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



144414 

LIB3168-044-P1-K1-B10 
BLASTX 
gll2741 
679 

1.0e-71 
129 
98 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855_pir 



3 PRECURSOR (2S ALBUMIN STORAGE 
_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144415 

LIB3168-044-P1-K1-B11 

BLASTX 

gll2681 

517 

1.0e-52 

104 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144416 

LIB3168-044-P1-K1-B2 

BLASTX 

gl628583 

670 

1.0e-70 

136 
96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144417 

LIB3168-044-P1-K1-B3 

BLASTX 

g99688 

511 

7.0e-52 

116 

93 

translation elongation factor eEF-1 alpha chain (gene A4) - 
Arabidopsis thaliana >gi_295789_emb CAA34456 (X16432) 



17900 



II 



elongation factor 1-alpha [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144418 

LIB3168-044-P1-K1-B4 

BLASTX 

gll8926 

239 

4.0e-20 

100 

50 

DES SI CAT I ON -RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144419 

LIB3168-044-P1-K1-B5 

BLASTX 

gll2737 

191 

1.0e-14 

93 

45 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853__pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA8087 0_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144420 

LIB3168-044-P1-K1-B6 

BLASTX 

g2129773 

585 

1.0e-60 

109 

100 

xyloglucan endotransglycosylase-related protein XTR3 - 
Arabidopsis thaliana (fragment) >gi_1244752 (U43485) 
xyloglucan endotransglycosylase-related protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144421 

LIB3168-044-P1-K1-B7 

BLASTN 

g511598 

398 

0.0e+00 

402 

26 

Arabidopsis thaliana cell wall protein 
complete cds 



(APTR-1) gene, 



17901 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144422 

LIB3168-044-P1-K1-B8 

BLASTN 

g2842474 

262 

1.0e-145 

282 
98 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F20O9 



144423 

LIB3168-044-P1-K1-B9 

BLASTN 

g!66609 

75 

5.0e-34 

119 

92 

A. thaliana at2Sl gene encoding albumin 2S subunit 1, 
complete cds 



beq. jno . 


1 A A A OA 

14 44Z4 


oeq. iu 


Lilo jloo" U4 4 — Jrl - J\l — Ol 


Method 


BLASTX 


NCBI GI 


g4587680 


BLAST score 


276 


E value 


4 . Oe-27 


Match length 


104 


% identity 


an 
b / 


NCBI Description 


(AC007197) putative cytochrome 


Seq. No. 


144425 


Seq. ID 


LIB3168-044-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2791834 


BLAST score 


582 


E value 


7.0e~64 


Match length 


130 


% identity 


94 


NCBI Description 


(AF041463) elongation factor 1 


Seq. No. 


144426 


Seq. ID 


LIB3168-044-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3319370 


BLAST score 


569 


E value 


8.0e-59 


Match length 


112 


% identity 


100 


NCBI Description 


(AF077409) contains similarity 




(Pfam: zf-C3HC4 . hmm, score: 32 


Seq. No. 


144427 


Seq. ID 


LIB3168-044-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3043415 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



17902 



BLAST score 


608 




J— I V CI -L Lis? 






Mai - phi 1 f^nn+h 


116 






i no 

JL \J \J 




NCBI Description 


{Y17053) 


At-hsc70 


Secr No 


144428 




Seq. ID 


LIB3168- 


044-P1-K1 


Method 


BLASTX 




NCBI GI 


gll2681 




BLAST score 


607 




E value 


3.0e-63 




Match length 


121 




% identity 


99 




NCBI Description 


12S SEED 


STORAGE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144429 

LIB3168-044-P1-K1-C6 

BLASTX 

gl495251 

687 

1.0e-72 

138 

96 

(Z70314) heat-shock protein [Arabidopsis thaliana] 
144430 

LIB3168-044-P1-K1-C7 

BLASTX 

gl628583 

388 

2.0e-37 

135 

69 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144431 

LIB3168-044-P1-K1-C8 

BLASTN 

g2842474 

253 

1.0e-140 

253 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

144432 

LIB3168-044-P1-K1-C9 

BLASTN 

g!628582 



17903 



CI 



BLAST score 


45 


E value 


2.0e-16 


Match Iprta+h 


145 


Sr *! Hf^rit" 1 1" v 






Urshi Hapict q tha 1 t ana 1 0 Q ^ynfi ffiyi n oaaH o+* n r*a rto >-\v*o"l~ & *i n 
rt.x djJ±uupo-Lo uiid-L _l alio, x<£.o oiuuilcllll oferttU. oLUlayc piULclll 




\ni vi\u j / y cue ^ o'w'illvjx. c; u c ouo 




1 4 44^'} 


Seq. ID 


LIB3 168-04 4 -Pl-Kl-Dl 


Method 


BLASTX 


NCBI GI 


a4455206 


BLAST score 


403 


E value 


2.0e-39 


liu. L. ul 1 1C11U Ull 


X o 




oo 


LM^XjX UCOUIipi LUI1 


\fiijUOJ £ i4U/ pULdLlvc JJCtd. 1/ O giUCaliaoc [rix aJJlOOpS xS 




"hhal i anal 


C f^fr Kin 


1 4 44^4 


Sea ID 


LIB3168-044-P1-K1-D11 

jjid j± uu yj *± *± n x x\x u x x 


Method 


BLASTX 


NCBI GI 


al628583 




94 


E value 


1.0e-49 


Match length 


137 


St "5 H0.T1+" "i +■ \r 


77 


LNO.DX UcbLlipClUIl 


\uoojioj iio crucirerin seeo. storage protein LAiaDiaopsis 








cruciierxn seea storage protein [iiraoxaopsis tnananaj 


Corf M/n 
Oc4» NO* 


1 A A A ^ R 
1 4 ^ ^1 JO 


Qprr Tn 
OC^ • x u 


LiDJXUO U*i*t ITX JAX XJ X Z. 


Mpthoti 


RT.ARTX 


NCBI GI 


gll2681 


BLAST score 


517 


E value 


1.0e-52 


Match length 


136 


% identity 


77 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi 81604 pir S08509 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144436 

LIB3168-044-P1-K1-D2 

BLASTX 

gll2741 

680 

8.0e-72 

129 

98 

2S SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi_68855__pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 



17904 



>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 


144437 


Seq. ID 


LIB3168-044-P1-K1-D3 


TUT 4— X-\ a -J 


DT 7\ OTV 

dXiAo 1 A 


jNUoX bX 


gx j jdo oz 


bLAoi score 








Match length 


Q 1 

o X 


% identity 


o U 


uescripLXon. 


tu^tZDUo j ciainrin neavy onairi L^xyo-Lrie iilglxj 


Corf NT/*\ 

oeq. ino . 


X^i 4 fi JO 


oeq. lu 


T TT3^1 £Q — C\AA — Dl — Tfl — PiA 
XiXJ3JXDO U4 4t — rX~*I\X~JJ^ 


Method 


BLASTX 


NCBI GI 


gl628583 


oXi/ioi score 


oxo 


rj vaxue 


v> • ue o4 


Match length 


ion 
XZU 


■5 luentiuy 




NCBI Description 


(U66916) 12S cruciferin seed storage protein 




thaliana] >gx 2842495 emo CAAloayz (ALUzl/4 




crucirerm seea storage prorein [Araoiaopsis 


Seq. No. 


144439 


Seq. ID 


LIB3168-044-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g4204299 


BLAST score 


608 


E value 


2.0e-63 


Match length 


137 


% identity 


86 



[Arabidopsis 
>) 12S 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC003027) lcl__prt_seq No definition line found 
[Arabidopsis thaliana] 

144440 

LIB3168-044-P1-K1-D6 

BLASTN 

g4582444 

391 

0.0e+00 

415 

99 

Arabidopsis thaliana chromosome II BAC T9H9 genomic 
sequence, complete sequence 

144441 

LIB3168-044-P1-K1-D7 

BLASTN 

g4589414 

151 

2.0e-79 

401 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone 
K14B15 f complete sequence 



17905 



II 



QC^i IN \J • 


1 4444? 

.L *± *± *± *± &* 


b6C[. 1U 


T TR^1 £R— 044-P1 — Tfl —HQ 


Method 


BLASTX 


NCBI GI 


g!592686 


DT 7VCT opatq 

Diifioi score 


14 9 

1 ft ^ 


Hi value 


y . Ue U y 


lyiatcn iengr.n 


A 9 
4 Z 


% identity 


£Q 

O :? 


jnujdi ue script ion 


^A-71-710; OlcOSlIl uypSfi [-ttXa-DlCiOpol fa ulld. lldlld. J 




1 4444^ 

1ft ft ft ft O 




LIB3168-04 4-P1-K1-E1 


Method 


BLASTN 


NCBI GI 


gl7825 


i3j_irio i score 


1 1 c 
HO 


iL value 


/ . ue oo 


Match length 


1Z / 


■5 iQencit.y 


.70 


NCBI Description 


d» nigra gene ^ _i l j ror jo rKrift. 


OCtJ « 1NO . 


1 4 4 444 

1 ft ft ft ft fx 




T TR^I Kfi— 044— PI -K"1 -F1 1 

JjIDjIOO Uftfl tl IV1 Hill 




PT ZiQTV 
DlifiO 1 A 


JNOol bl 


i^A "39 £9 Q 9 


BLAST score 


446 


E value 


2.0e-44 


Match length 


yy 


-s identity 




NCBI Description 


(AFl^iolO) NAC aomam protein NAM [AraJDiaopsis 




->gi ft jij^oo go /\jfiuj. / o ifi x^jjii j LNi-iL' cLomain 




[Arabidopsis thaliana] 


Qtarr Ma 

oeq. wo • 


1 4444R 
1 ft ft fl ft D 


c prr jn 

OCtj • J. L/ 


T.TR^I (^ft-D44-P1 -K"1 -Fl 9 

illDJlUO Ufxfx C ± I\X Hi 1. Z. 


Method 


JdIjAq 1 A 


JNLdI bl 




Diifioi score 


Oft y 


E value 


3.0e-68 


Match length 


138 


% identity 




jnchi Description 


rKUbAbliit. 1N1KUJM ixlAiUKAoiii >gi yyooz pir bU/loo 




maturase, 63K — white mustard chloroplast 




>gi iz^zu emD u/\/iZoouy iaU4ozo) yen 4 {t*j\±— 




aioa J 


oeq. no. 


14 4 4 4 D 




T T"R"3.1 £P — 044— P1 — T<T1 —179 
LiDJiOO U ft ft iz 1 J\l HiZ 


Method 


BLASTN 


NCBI GI 


g 4454447 


BLAST score 


37 


E value 


3.0e-ll 


Match length 


85 


% identity 


86 



[Sinapis 



NCBI Description 



Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



17906 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144447 

LIB3168-04 4-P1-K1-E3 

BLASTX 

g!628583 

542 

1.0e-55 

139 
78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 





144448 


oeq. ±U 


LlDJlDO Wi ft rl J\l EiO 




X3i_trlO 1 A 




g± DOO / U 


BLAST score 


198 


E value 


2.0e-15 


Kiaucn xengrn 


Q7 


% identity 


44 


NCBI Description 


(L04173) glycine rich protein [Arabidopsis thaliana] 


Seq. No, 


144449 


Seq. ID 


LIBJ1DO-U4 4-P1-K1-FI 


Method 


DT AO TVT 


KfPDT (IT 


rrl fi79£ 
y 10 / z. u 


BLAST score 


108 


E value 


6.0e-54 


Match length 


142 


% identity 


94 


NCBI Description 


ATTS0156 Gif-SeedA+B Arabidopsis thaliana cDNA clone 




YAP007T, mRNA sequence [Arabidopsis thaliana] 




>gi 1107498 emb X91953 ATORF007 A. thaliana mRNA for 




protein (clone YAP007) 


Seq. No. 


144450 


Seq. ID 


LIB3168-044-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


568 


E value 


1.0e-58 


Match length 


133 


% identity 


83 



NCBI Description 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



144451 

LIB3168-044-P1-K1-F12 

BLASTN 

g4199934 

225 

1.0e-123 

229 
100 



17907 



# 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

144452 

LIB3168-044-P1-K1-F3 

BLASTX 

gl351272 

448 

1.0e-44 

106 

84 

TRIOSEPHOSPHATE I SOME RASE, CYTOSOLIC (TIM) >gi_414550 
(U02949) cytosolic triose phosphate isomerase [Arabidopsis 

thaliana] >gi_742408_prf 2009415A triose phosphate 

isomerase [Arabidopsis thaliana] 

144453 

LIB3168-04 4-P1-K1-F4 

BLASTX 

gll2739 

360 

3.0e-34 

126 
61 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_l 66615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871__ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

144454 

LIB3168-044-P1-K1-F5 

BLASTX 

g543632 

470 

3.0e-47 

134 

65 

aldehyde reductase (EC 1.1.1.21), NADPH-dependent - 
bromegrass >gi__167113 (L12042) aldose reductase-related 
protein [Bromus inermis] 

144455 

LIB3168-044-P1-K1-F6 

BLASTX 

g!12737 

610 

1.0e-63 

134 

89 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__395204__emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 



17908 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144456 

LIB3168-044-P1-K1-F7 

BLASTX 

g418908 

178 

6.0e-13 

73 

44 

vicilin precursor - cacao 



144457 

LIB3168-044-P1-K1-F9 

BLASTX 

g2894574 

625 

2.0e-65 

121 

99 

(AL021890) peroxidase prxrl 
>gi_2 96134 l_emb_CAAl 8 0 9 9 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL022140) peroxidase prxrl 



Seq. No. 


144458 


Seq. ID 


LIB3168-044-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3776023 


BLAST score 


575 


E value 


2.0e-59 


Match length 


116 


% identity 


99 


NCBI Description 


(AJ010473) RNA helicase 


Seq. No. 


144459 


Seq. ID 


LIB3168-044-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g!628583 


BLAST score 


485 


E value 


6.0e-49 


Match length 


126 


% identity 


77 


NCBI Description 


(U66916) 12S cruciferin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144460 

LIB3168-044-P1-K1-G2 

BLASTN 

g4580454 

367 

0.0e+00 

391 

98 

Arabidopsis thaliana chromosome II BAC T2G17 genomic 
sequence, complete sequence 



17909 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



144461 

LIB3168-044-P1-K1-G3 

BLASTN 

g3335170 

166 

2.0e-88 

265 

91 

Arabidopsis thaliana" embryo-specific protein 3 
complete cds 



(ATS3) gene, 



144462 

LIB3168-044-P1-K1-G4 

BLASTN 

g3449320 

199 

1.0e-108 

421 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRB17, complete sequence [Arabidopsis thaliana] 



PI clone: 



144463 

LIB3168-044-P1-K1-G5 

BLASTX 

gll2737 

550 

1.0e-56 

133 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144464 

LIB3168-044-P1-K1-G6 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144465 

LIB3168-044-P1-K1-G8 

BLASTX 

gll2682 

578 

7.0e-60 



17910 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135 
81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144466 

LIB3168-044-P1-K1-G9 

BLASTX 

g3850579 

637 

9.0e-67 

136 

88 

(AC005278) Strong similarity to gb_D14550 extracellular 
dermal glycoprotein (EDGP) precursor from Daucus carota. 
ESTs gb_H37281, gb_T44167, gb_T21813, gb_N38437, gb_Z26470, 
gb_R65072, gb_N76373, gb_F15470, gb_Z35182 / gb_H76373, 
gb_Z34678 an 

144467 

LIB3168-044-P1-K1-H1 

BLASTX 

gl628583 

240 

8.0e-21 

50 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144468 

LIB3168-044-P1-K1-H10 

BLASTX 

gll76671 

277 

1.0e-24 

88 

55 

PUTATIVE GLUCOS YLTRANS FERASE C08B11.8 

>gi_387 4 17 4_emb_CAA8 666 6_ (Z46676) C08B11.8 [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144469 

LIB3168-044-P1-K1-H11 

BLASTX 

g3860260 

292 

2.0e-26 

62 
100 

(AC005824) putative acidic ribosomal protein [Arabidopsis 
thaliana] 



17911 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144470 

LIB3168-044-P1-K1-H12 

BLASTX 

g3395432 

270 

9.0e-24 

91 

56 

(AC004683) unknown protein [Arabidopsis thaliana] 
144471 

LIB3168-044-P1-K1-H2 

BLASTN 

g3449311 

195 

1.0e-105 

417 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
K15I22, complete sequence [Arabidopsis thaliana] 



clone : 



144472 

LIB3168-044-P1-K1-H3 

BLASTX 

gll2681 

598 

3.0e-62 

137 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144473 

LIB3168-044-P1-K1-H4 

BLASTX 

g3023848 

518 

7.0e-53 

108 

36 

GUANINE NUCLEOT I DE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN- DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 

144474 

LIB3168-044-P1-K1-H8 

BLASTX 

g633890 

307 

4.0e-28 

106 

59 

(S7292 6) glucose and ribitol dehydrogenase homolog [Hordeum 
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vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144475 

LIB3168-044-P1-K1-H9 

BLASTX 

g2980784 

701 

3.0e-74 

137 

21 

(AL022198) puative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



144476 

LIB3168-045-P1-K1-A1 

BLASTN 

g4589437 

171 

1.0e-91 

187 
98 

Arabidopsis thaliana genomic DNA, 
MPN9, complete sequence 



chromosome 3, PI clone: 



144477 

LIB3168-045-P1-K1-A10 

BLASTN 

g987013 

95 

3.0e-4 6 

119 

95 

A. thaliana mRNA for oleosin (isoform; 841 bp) 
>gi_987015_emb_Z54165_ATOLEOSN3 A. thaliana mRNA for oleosin 
(isoform; 841 bp) 

144478 

LIB3168-045-P1-K1-A12 

BLASTX 

gll2739 

421 

2.0e-41 

120 

71 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_l 66615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_einb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

144479 

LIB3168-045-P1-K1-A2 

BLASTN 

gl6335 

40 

2.0e-13 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



109 
93 

Arabidopsis thaliana mRNA for 3-hydroxy-3-methylglutaryl 
CoA reductase (EC 1.1.1.34) 

144480 

LIB3168-045-P1-K1-A4 

BLASTX 

gl628583 

591 

2.0e-61 

128 
88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144481 

LIB3168-045-P1-K1-A5 

BLASTX 

gl!2681 

283 

3.0e-25 

130 

39 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144482 

LIB3168-045-P1-K1-A6 

BLASTX 

gll2739 

542 

1.0e-55 

144 

76 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi__395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

144483 

LIB3168-045-P1-K1-A7 

BLASTX 

gl23340 

536 

4.0e-55 

106 

98 

3 -HYDROXY- 3 -METHYLGLUTARYL-COENZ YME A REDUCTASE 1 (HMG-COA 
REDUCTASE 1) (HMGR1) >gi_99714_pir A32107 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



hydroxymethylglutaryl-CoA reductase (NADPH) (EC 1.1.1.34) - 
Arabidopsis thaliana >gi_16336_emb_CAA33139_ (X15032) 
hydroxy methylglutaryl CoA reductase (AA 1-592) 
[Arabidopsis thaliana] >gi_166750 (J04537) 
3 -hydroxy- 3 -methylglutaryl CoA reductase [Arabidopsis 
thaliana] >gi_388556 (L19261) hydroxymethylglutaryl CoA 
reductase [Arabidopsis thaliana] 

144484 

LIB3168-045-P1-K1-A9 

BLASTX 

gll2741 

599 

2.0e-62 

112 

98 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144485 

LIB3168-045-P1-K1-B1 

BLASTX 

gl!2682 

491 

8.0e-50 

112 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144486 

LIB3168-045-P1-K1-B10 

BLASTX 

gl!2681 

490 

1.0e-49 

133 

77 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144487 

LIB3168-045-P1-K1-B11 

BLASTN 

g3869073 

18 



17915 



ft 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.9e+00 

294 

91 

Arabidopsis thaliana genomic DNA, chromosome 5 f PI clone: 
MKN22, complete sequence [Arabidopsis thaliana] 

144488 

LIB3168-045-P1-K1-B12 

BLASTN 

g3869073 

68 

6.0e-30 

88 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKN22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. -ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144489 

LIB3168-045-P1-K1-B2 

BLASTX 

g3157930 

530 

3.0e-54 

124 

82 

(AC002131) Strong similarity to 

amino-cyclopropane-carboxylic acid oxidase gb_L27664 from 
Brassica napus. ESTs gb_Z48548 and gb_Z48549 come from 
this gene. [Arabidopsis thaliana] 

144490 

LIB3168-045-P1-K1-B3 

BLASTX 

g3157930 

541 

1.0e-55 

110 

93 

(AC002131) Strong similarity to 

amino-cyclopropane-carboxylic acid oxidase gb_L27664 from 
Brassica napus. ESTs gb_248548 and gb_Z4854 9 come from 
this gene. [Arabidopsis thaliana] 

144491 

LIB3168-045-P1-K1-B4 

BLASTX 

gll2737 

491 

1.0e-49 

107 

86 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi__68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 



17916 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor [Arabidopsis thaliana] 
144492 

LIB3168-045-P1-K1-B5 

BLASTX 

gl628583 

710 

3.0e-75 

138 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495^emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144493 

LIB3168-045-P1-K1-B6 

BLASTN 

g3242970 

58 

7.0e-24 

362 
84 

Arabidopsis thaliana BAC T4I9, chromosome IV, near 17 cM, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144494 

LIB3168-045-P1-K1-B7 

BLASTX 

g4204298 

628 

1.0e-65 

135 
90 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144495 

LIB3168-045-P1-K1-B8 

BLASTN 

g2760173 

288 

1.0e-161 

431 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYH19, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144496 

LIB3168-045-P1-K1-B9 

BLASTX 

gl628583 

747 

1.0e-79 

159 
91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 



17917 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144497 

LIB3168-045-P1-K1-C10 

BLASTX 

gl628583 

763 

2.0e-81 

150 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144498 

LIB3168-045-P1-K1-C11 

BLASTX 

g3335169 

787 

3.0e-84 

147 

99 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520. 1_ (AL035440) embryo- specific 
protein 1 (ATS1) [Arabidopsis thaliana] 

144499 

LIB3168-045-P1-K1-C2 

BLASTX 

gll2682 

634 

2.0e-66 

147 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605 jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



144500 

LIB3168-045-P1-K1-C3 

BLASTX 

gll2682 

685 

2.0e-72 

141 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir 508510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144501 

LIB3168-045-P1-K1-C4 
BLASTX 
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NCBI GI 


O 

gll2741 


BLAST score 


764 


E value 


1.0e-81 


Match length 


144 


% identity 


99 


NCBI Description 


2S SEED 



PROTEIN) >gi 



iGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb__CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



oeq . jno . 


1 AA^CiO 


Seq. ID 


LIB3168-045-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3603456 


BLAST score 


687 


E value 


1.0e-72 


Match length 


142 


% identity 


30 


NCBI Description 


(AF088848) polyubiquitin [Capsicum 


Seq. No. 


144503 


Seq. ID 


LIB3168-045-P1-K1-C6 


Method 


BLASTN 


NCBI GI 


g3650026 


BLAST score 


77 


E value 


3.0e-35 


Match length 


138 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromosome II 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144504 

LIB3168-045-P1-K1-C8 

BLASTX 

g730526 

756 

1.0e-80 

149 

97 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144505 

LIB3168-045-P1-K1-C9 

BLASTX 

g730526 

160 

7.0e-ll 

98 

41 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 
>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 



17919 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana >gi_404166_emb_CAA53005__ (X75162) BBC1 protein 
[Arabidopsis thaliana] 

144506 

LIB3168-045-P1-K1-D1 

BLASTX 

gll2741 

758 

7.0e-81 

145 

97 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144507 

LIB3168-045-P1-K1-D10 

BLASTX 

gl628583 

724 

6.0e-77 

145 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892__ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144508 

LIB3168-045-P1-K1-D11 

BLASTX 

gll2682 

120 

4.0e-06 

134 

66 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605j?ir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144509 

LIB3168-045-P1-K1-D2 

BLASTX 

g2529665 

531 

3.0e-54 

139 

78 

(AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 



Seq. No. 



144510 



17920 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-045-P1-K1-D3 

BLASTX 

g2529665 

202 

8.0e-16 

61 

70 

(AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



144511 

LIB3168-045-P1-K1-D4 

BLASTX 

gll2741 

749 

7.0e-80 

144 

96 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144512 

LIB3168-045-P1-K1-D5 

BLASTX 

gll2739 

533 

2.0e-54 

142 

75 

2S - SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi__395205_emb_CAA80871__ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

144513 

LIB3168-045-P1-K1-D7 

BLASTX 

gl628583 

455 

1.0e-45 

97 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144514 

LIB3168-045-P1-K1-D8 
BLASTX 



17921 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
427 

4.0e-42 

117 

74 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144515 

LIB3168-045-P1-K1-E1 

BLASTX 

gll8926 

291 

4.0e-26 

115 

50 

DES SI CAT ION- RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein 

[Craterostigma plantagineum] 

144516 

LIB3168-045-P1-K1-E10 

BLASTX 

gl628583 

620 

1.0e-64 

146 
82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144517 

LIB3168-045-P1-K1-E11 

BLASTX 

gl628583 

617 

2.0e-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144518 

LIB3168-045-P1-K1-E2 

BLASTX 

gll2682 

646 

9.0e-68 

147 
83 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 



17922 



# 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 
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NCBI Description 


(X98313) peroxidase [Arabidopsis thaliana] 


Seq. No. 


144522 


Seq. ID 


LIB3168-045-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


612 


E value 


8.0e-64 


Match length 


144 


% identity 


81 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi 81605 



12S 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_erab_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



144523 

LIB3168-045-P1-K1-E9 

BLASTX 

gll2682 

684 

3.0e-72 



17923 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



154 
84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144524 

LIB3168-045-P1-K1-F1 

BLASTX 

gll2682 

609 

2.0e-63 

145 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



144525 

LIB3168-045-P1-K1-F10 
BLASTX 
gll2739 
409 

4.0e-40 
119 
70 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68854_pir_ 



Seq. No. 
Seq. ID 
Method 



2 PRECURSOR (2S ALBUMIN STORAGE 
_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

144526 

LIB3168-045-P1-K1-F11 

BLASTX 

gll2739 

375 

4.0e-36 

113 

68 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

144527 

LIB3168-045-P1-K1-F12 
BLASTX 



17924 



CI 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
692 

3.0e-73 

136 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144528 

LIB3168-045-P1-K1-F3 

BLASTX 

g881615 

722 

1.0e-76 

147 

97 

(U29142) fatty acid elongase 1 [Arabidopsis thaliana] 
>gi_3096921_emb_CAA18831.1_ (AL023094) fatty acid elongase 
1 [Arabidopsis thaliana] 

144529 

LIB3168-045-P1-K1-F4 

BLASTX 

gll2682 

630 

6.0e-66 

145 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144530 

LIB3168-045-P1-K1-F5 

BLASTN 

g3449329 

346 

0.0e+00 

446 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDH9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144531 

LIB3168-045-P1-K1-F6 

BLASTX 

gll2682 

752 

3.0e-80 

144 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 



17925 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144532 

LIB3168-045-P1-K1-F9 

BLASTX 

g3386609 

88 

2.0e-31 

118 

70 

(AC004665) 
thaliana] 



putative DNA-binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144533 

LIB3168-045-P1-K1-G1 

BLASTN 

g4580400 

423 

0.0e+00 

467 

98 

Arabidopsis thaliana chromosome II BAC T16I21 genomic 
sequence, complete sequence 

144534 

LIB3168-045-P1-K1-G10 

BLASTX 

g3337356 

545 

5.0e-56 

107 

100 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

144535 

LIB3168-045-P1-K1-G4 

BLASTN 

g4063735 

133 

1.0e-68 

220 

96 

Arabidopsis thaliana BAC F18G18 from chromosome V near 60.5 
cM, complete sequence [Arabidopsis thaliana] 

144536 

LIB3168-045-P1-K1-G5 

BLASTX 

gll2739 

499 

2.0e-50 

142 

72 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 



17926 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



144537 

LIB3168-045-P1-K1-G7 
BLASTX 
gll2737 
45 

5.0e-69 
148 
89 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68853_pir_ 



1 PRECURSOR (2S ALBUMIN STORAGE 
_NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144538 

LIB3168-045-P1-K1-G9 

BLASTX 

gl628583 

492 

8.0e-50 

127 

76 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



144539 

LIB3168-045-P1-K1-H1 
BLASTX 
gll2741 
773 

1.0e-82 
145 
99 

2S SEED STORAGE PROTEIN 
>gi_68855_pir_ 



PROTEIN) 



3 PRECURSOR (2S ALBUMIN STORAGE 
_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit, 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144540 

LIB3168-045-P1-K1-H11 

BLASTX 

g99742 

548 

3.0e-56 
125 
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II 



% identity 


o 0 


jnod! Description 
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BLAST score 


396 


E value 


1.0e-38 


Match length 
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% identity 


Q c 
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NCBI Description 


DnaJ hoitiolog protein — Arabidopsis thaliana >gi 727357 
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NCBI GI 


g3169719 


BLAST score 
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E value 
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BLAST score 


261 


E value 


1.0e-22 


Match length 


104 


% identity 


51 


NCBI Description 


HYPOTHETICAL 55.6 KD PROTEIN C13F4 . 15C IN CHROMOSOME I 



>gi_2 13022 3_pir S67390 hypothetical protein - fission 

yeast (Schizosaccharomyces pombe) >gi_3451294_ernb_CAA20426_ 
(AL031322) putative diphthamide biosynthesis protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144544 

LIB3168-045-P1-K1-H4 

BLASTX 

g2160182 

201 

1.0e-15 

63 

56 

(AC000132) ESTs gb_ATTS1236, gb_T43334 , gb_N97019, gb_AA395203 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



144545 

LIB3168-045-P1-K1-H5 

BLASTN 

g3445196 

41 

1.0e-13 
154 
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II 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49 

Arabidopsis thaliana chromosome II BAC T20K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144546 

LIB3168-045-P1-K1-H6 

BLASTX 

g3738320 

538 

4.0e-55 

146 

72 

(AC005170) putative cinnamoyl CoA reductase [Arabidopsis 
thaliana] 

144547 

LIB3168-045-P1-K1-H7 

BLASTX 

g!12681 

101 

8.0e-66 

132 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_jpir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
^gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144548 

LIB3168-045-P1-K1-H8 

BLASTX 

g!12682 

649 

4.0e-68 

151 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor {CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144549 

LIB3168-045-P1-K1-H9 

BLASTX 

gl20675 

451 

6.0e-45 

107 

81 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA27844_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 
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II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144550 

LIB3168-046-P1-K1-A1 

BLASTN 

g3492855 

326 

0.0e+00 

382 

97 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence [Arabidopsis thaliana] 

144551 

LIB3168-046-P1-K1-A10 

BLASTX 

gll2681 

590 

3.0e-61 

144 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144552 

LIB3168-046-P1-K1-A11 

BLASTX 

gl!2737 

577 

1.0e-59 

142 
79 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144553 

LIB3168-046-P1-K1-A12 

BLASTN 

g4454447 

37 

3.0e-ll 

85 

86 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



144554 

LIB3168-046-P1-K1-A2 

BLASTX 

gll2681 

120 



17930 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-35 

120 

71 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144555 

LIB3168-046-P1-K1-A3 

BLASTX 

gll71978 

401 

4.0e-39 

145 

62 

POLYADENYLATE - BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 

144556 

LIB3168-046-P1-K1-A4 

BLASTX 

gll2682 

592 

2.0e-61 

123 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144557 

LIB3168-046-P1-K1-A5 

BLASTX 

gl628583 

513 

2.0e-52 

111 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144558 

LIB3168-046-P1-K1-A7 

BLASTN 

gl592685 

66 

8.0e-29 

154 

86 

A. thaliana mRNA for oleosin type4 protein 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144559 

LIB3168-04 6-P1-K1-A8 

BLASTN 

gl628582 

71 

5.0e-32 

159 

75 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 

144560 

LIB3168-046-P1-K1-A9 

BLASTX 

gll2743 

621 

6.0e-65 

123 

94 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68856_pir NWMU4 2S albumin 4 precursor - 

Arabidopsis thaliana >giJL66617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi__395202_emb_CAA808 69_ 
(224744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1__ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

144561 

LIB3168-046-P1-K1-B11 

BLASTN 

g4199934 

182 

3.0e-98 

190 

99 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144562 

LIB3168-046-P1-K1-B12 

BLASTN 

g4432829 

422 

0.0e+00 

439 

99 

Arabidopsis thaliana chromosome II BAC T1B3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



144563 

LIB3168-04 6-P1-K1-B3 

BLASTX 

g267073 

496 

3.0e-50 
107 
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© 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

TUBULIN BETA- 2 /BETA- 3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

144564 

LIB3168-046-P1-K1-B4 

BLASTX 

g3080402 

453 

3.0e-45 

105 

88 

(AL022603) putative NADPH quinone oxidoreductase 
[Arabidopsis thaliana] >gi_4455266_emb_CAB36802 . 1_ 
(AL035527) putative NADPH quinone oxidoreductase 
[Arabidopsis thaliana] 

144565 

LIB3168-046-P1-K1-B5 

BLASTN 

g4079614 

63 

4.0e-27 

115 

89 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144566 

LIB3168-046-P1-K1-B6 

BLASTX 

gll2741 

671 

1.0e-70 

139 

91 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144567 

LIB3168-046-P1-K1-B7 

BLASTX 

gll2737 

305 

5.0e-28 

106 

63 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68853_pir 



1 PRECURSOR (2S ALBUMIN STORAGE 
NWMU1 2S albumin 1 precursor - 



Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
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o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1 precursor [Arabidopsis thaliana] >gi__3 9520 4_emb_CAA8 087 0_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144568 

LIB3168-046-P1-K1-B8 

BLASTX 

gl26079 

122 

2.0e-06 

140 

17 

LATE EMBRYOGENESIS ABUNDANT PROTEIN 7 6 (LEA 76) 

>gi_81683_pir S04130 embryonic abundant protein {clone 

pLEA76) - rape >giJL7829_emb_CAA33406__ (X15348) LEA76 
peptide (AA 1-280) [Brassica napus] 

>gi_226789_prf 1605299A Lea76 gene [Brassica napus] 

144569 

LIB3168-046-P1-K1-B9 

BLASTN 

g2842474 

67 

9.0e-30 

123 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144570 

LIB3168-04 6-P1-K1-C1 

BLASTN 

g3241924 

160 

8.0e-85 

180 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNC6/ complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144571 

LIB3168-046-P1-K1-C11 

BLASTX 

g3080402 

692 

3.0e-73 

135 

99 

(AL022603) putative NADPH quinone oxidoreductase 
[Arabidopsis thaliana] >gi_4455266_emb_CAB36802 . 1_ 
(AL035527) putative NADPH quinone oxidoreductase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



144572 

LIB3168- 

BLASTN 



04 6-P1-K1-C12 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4220631 
410 

0.0e+00 

439 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K5J14, complete sequence [Arabidopsis thaliana] 



TAC clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144573 

LIB3168-046-P1-K1-C2 

BLASTN 

g4159707 

259 

1.0e-144 

423 

90 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MJK13, complete sequence 



PI clone: 



144574 

LIB3168-046-P1-K1-C3 

BLASTX 

gll2681 

632 

4.0e-66 

144 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144575 

LIB3168-046-P1-K1-C4 

BLASTX 

gl628583 

480 

1.0e-48 

92 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144576 

LIB3168-046-P1-K1-C5 

BLASTX 

gll2682 

626 

2.0e-65 

143 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
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storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144577 

LIB3168-04 6-P1-K1-C6 

BLASTX 

gl628583 

456 

2.0e-45 

123 
76 

(U66916) 12S cruciferin seed storage protein [Arabidops 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144578 

LIB3168-04 6-P1-K1-C7 

BLASTX 

gl628583 

427 

4.0e-42 

86 

100 

(U66916) 12S cruciferin seed storage protein [Arabidops 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144579 

LIB3168-046-P1-K1-C8 

BLASTX 

gl628583 

551 

1.0e-56 

142 
77 

(U66916) 12S cruciferin seed storage protein [Arabidops 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144580 

LIB3168-046-P1-K1-C9 

BLASTX 

gl628583 

552 

8.0e-57 

116 

93 

(U66916) 12S cruciferin seed storage protein [Arabidops 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



144581 

LIB3168-04 6-P1-K1-D1 

BLASTX 

gl628583 

445 

2.0e-44 
95 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144582 

LIB3168-046-P1-K1-D10 

BLASTX 

gl628583 

749 

7.0e-80 

146 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144583 

LIB3168-046-P1-K1-D11 

BLASTX 

gll2737 

605 

5.0e-63 

143 

82 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144584 

LIB3168-046-P1-K1-D2 

BLASTN 

g2979540 

284 

1.0e-158 

430 

99 

Arabidopsis thaliana chromosome II BAC F17K2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144585 

LIB3168-046-P1-K1-D3 

BLASTX 

g!12682 

761 

3.0e-81 

146 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144586 

LIB3168-046-P1-K1-D4 

BLASTN 

g2760169 

41 

5.0e-14 

166 

80 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFB13, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144587 

LIB3168-046-P1-K1-D5 

BLASTX 

gll2681 

547 

3.0e-56 

118 

93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144588 

LIB3168-04 6-P1-K1-D6 

BLASTX 

g2760606 

376 

2.0e-36 

77 

95 

(AB001568) phospholipid hydroperoxide glutathione 
peroxidase-like protein [Arabidopsis thaliana] >gi__3004869 

(AF030132) glutathione peroxidase; ATGP1 [Arabidopsis 
thaliana] >gi___4539451_emb_CAB39931 . 1_ (AL04 9500) 
phospholipid hydroperoxide glutathione peroxidase 

[Arabidopsis thaliana] 

144589 

LIB3168-04 6-P1-K1-D7 

BLASTX 

g3395436 

323 

8.0e-31 

78 

95 

(AC004683) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



144590 

LIB3168-04 6-P1-K1-D8 

BLASTX 

gll2682 

768 

4.0e-82 
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Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145 
99 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir SO 8 510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S "- J 
storage protein [Arabidopsis thaliana] 



seed 



144591 

LIB3168-046-P1-K1-D9 

BLASTX 

g2500193 

228 

7.0e-19 

58 
81 

RAC-LIKE GTP BINDING PROTEIN ARAC4 (GTP BINDING PROTEIN 
ROP2) >gi_1304417 (U45236) Description: rac-like protein; 
GTP binding protein; Method: conceptual translation 
supplied by author. [Arabidopsis thaliana] >gi_17777 64 
(U49972) GTP binding protein Rop2At [Arabidopsis thaliana] 



Seq. No. 


144592 


Seq. ID 


LIB3168-046-P1-K1-E1 


Method 


BLASTN 


NCBI GI 


gl6472 


BLAST score 


88 


E value 


1.0e-41 


Match length 


92 


% identity 


99 


NCBI Description 


A. thaliana rRNA repeat unit 


Seq. No. 


144593 


Seq. ID 


LIB3168-046-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl419090 


BLAST score 


347 


E value 


1.0e-32 


Match length 


143 


% identity 


51 


NCBI Description 


(X94968) 37kDa chloroplast 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



polypeptide precursor [Nicotiana tabacum] 
144594 

LIB3168-046-P1-K1-E12 

BLASTX 

gl34943 

477 

5.0e-48 

146 

69 

ACYL- [ AC YL- CARRIER PROTEIN] DESATURASE PRECURSOR 

(STEAROYL-ACP DESATURASE) >gi_99831_pir S23351 

acyl- [acyl-carrier-protein] desaturase (EC 1.14.99.6) 
precursor - turnip >gi_17929_emb_CAA43294_ (X60978) 
acyl- [acyl-carrier-protein] desaturase [Brassica rapa] 
>gi_1279219_emb_CAA65990_ (X97325) acyl- [acyl-carrier 



17939 



protein] desaturase [Brassica napus] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144595 

LIB3168-046-P1-K1-E2 

BLASTX 

gll07501 

316 

2.0e-29 

76 

8 6 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604 / gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



144596 

LIB3168-04 6-P1-K1-E3 
BLASTX 

gl946355 ^ 
627 

1.0e-65 

141 

79 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 

144597 

LIB3168-046-P1-K1-E4 

BLAST N 

gl304416 

118 

5.0e-60 

170 

93 

Arabidopsis thaliana rac-like protein (ARAC4) mRNA, 
complete cds 

144598 

LIB3168-04 6-P1-K1-E5 

BLASTX 

gl!2741 

709 

3.0e-75 

133 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144599 

LIB3168-046-P1-K1-E6 
BLASTX 



17940 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
511 

5.0e-52 

124 

83 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144600 

LIB3168-046-P1-K1-E7 

BLASTX 

gl628583 

48 

5.0e-55 

146 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144601 

LIB3168-046-P1-K1-E8 

BLASTX 

gl628583 

586 

9.0e-61 

145 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144602 

LIB3168-046-P1-K1-E9 

BLASTX 

gl848214 

117 

3.0e-13 

67 

75 

(Y11210) uracil phosphoribosyltransf erase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144603 

LIB3168-046-P1-K1-F1 

BLASTX 

gll2681 

779 

2.0e-83 

147 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144604 

LIB3168-046-P1-K1-F2 

BLASTN 

g2264311 

122 

2.0e-62 

150 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLN1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144605 

LIB3168-046-P1-K1-F3 

BLASTX 

gll2682 

616 

3.0e-64 

144 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144606 

LIB3168-046-P1-K1-F4 

BLASTX 

g3769673 

570 

7.0e-59 

144 

69 

(AF095285) Tic20 [Pisum sativum] 
144607 

LIB3168-046-P1-K1-F5 

BLASTX 

gll2682 

557 

2.0e-57 

132 
80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



144608 

LIB3168-046-P1-K1-F6 

BLASTX 

g!628583 - 

578 

9.0e-60 
111 
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% identity ys . r ^ , 

NCBI Description (U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144609 

LIB3168-046-P1-K1-F7 
BLASTX 
gl076316 
552 

8.0e-57 
105 
99 

drought -induced protein Dil9 - Arabidopsis thaliana 
>gi_469110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 

144610 

LIB3168-046-P1-K1-F9 
BLASTN 
g2264314 
211 

1.0e-115 

415 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQK4, complete sequence [Arabidopsis thaliana] 

Seq. No. 144611 

Seq. ID LIB3168-046-P1-K1-G11 

Method BLASTX 

NCBI GI g!001311 

BLAST score 155 

E value 3.0e-10 

Match length 81 

% identity 48 

NCBI Description (D64006) hypothetical protein [Synechocystis sp.J 

Seq. No. 144612 

Seq. ID LIB3168-046-P1-K1-G12 

Method BLASTN 

NCBI GI g3985958 

BLAST score 67 

E value 3.0e-29 

Match length 191 

% identity 88 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZN1, complete sequence [Arabidopsis thaliana] 

Seq. No. 144613 

Seq. ID LIB3168-046-P1-K1-G2 

Method BLASTN 

NCBI GI g2618603 

BLAST score 217 

E value 1.0e-118 

Match length 378 

% identity 97 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



17943 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSL3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144614 

LIB3168-04 6-P1-K1-G3 

BLASTX 

g!628583 

313 

7.0e-29 

110 

49 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



.Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144615 

LIB3168-046-P1-K1-G4 

BLASTX 

g2129657 

267 

2.0e-23 

85 

68 

oleosin isoform - Arabidopsis thaliana 
>gi 987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

144616 

LIB3168-046-P1-K1-G5 

BLASTX 

g3914467 

586 

9.0e-61 
144 

82 

26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 21D7) 
>gi_1864003_dbj_BAA19252_ (AB001422) 21D7 [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144617 

LIB3168-046-P1-K1-G6 

BLASTX 

gll2681 

315 

3.0e-29 

79 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi 166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



144618 

LIB3168-046-P1-K1-G7 
BLASTX 



17944 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
619 

1.0e-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144619 

LIB3168-046-P1-K1-G8 

BLASTX 

gl628583 

470 

3.0e-47 

122 

76 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144620 

LIB3168-046-P1-K1-G9 

BLASTN 

g438450 

41 

4.0e-14 

96 

90 

Arabidopsis thaliana delta-12 desaturase (Fad2) mRNA, 
complete cds 

144621 

LIB3168-046-P1-K1-H1 

BLASTX 

g3152581 

652 

2.0e-68 

141 

89 

(AC002986) Similar to E. coli sulfurtransf erase (rhodanese) 
gb_AE00338. ESTs gb_T03984 f gb_T03983 and gb_W43228 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144622 

LIB3168-046-P1-K1-H11 

BLASTN 

g3763944 

244 

1.0e-135 

410 

98 

Arabidopsis thaliana 
(ESSAII project} 



DNA chromosome 4, BAC clone F28A23 



Seq. No. 
Seq. ID 



144623 

LIB3168-046-P1-K1-H12 



17945 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2605714 

489 

2.0e-49 
115 
8 3 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 

144624 

LIB3168-04 6-P1-K1-H2 

BLASTN 

g2924257 

52 

2.0e-20 

142 

92 

Tobacco chloroplast genome DNA 



144625 

LIB3168-04 6-P1-K1-H3 
BLASTN 
g2864607 
393 

0.0e+00 
432 

O U.^x^jr 100 

NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144626 

LIB3168-046-P1-K1-H4 

BLASTX 

gll2682 

532 

1.0e-54 

116 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605j?ir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi 166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144627 

LIB3168-046-P1-K1-H7 

BLASTX 

g2129659 

458 

9.0e-46 
137 
72 

oleosin, 
(L40954) 



isoform 21K - Arabidopsis thaliana >gi_725260 
oleosin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



144628 

LIB3168-046-P1-K1-H8 
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# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!352463 

445 

3.0e-44 

118 

76 

MY0-IN0SIT0L-1-PH0SPHATE SYNTHASE (IPS) >gi_ll 61312 
(U04876) myo-inositol-l-phosphate synthase [Arabidopsis 
thaliana] 

144629 

LIB3168-047-P1-K1-A1 

BLASTX 

gll3595 

406 

1.0e-39 

129 

59 

ALDOSE REDUCTASE (AR) (ALDEHYDE REDUCTASE) 

>gi 100562_pir S15024 aldose reductase-related protein - 

barley >gi_18891_emb_CAA40747_ (X57526) aldose 
reductase-related protein [Hordeum vulgare] 

144630 

LIB3168-047-P1-K1-A10 

BLASTX 

gl!2739 

373 

7.0e-36 

112 

69 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854jpir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

144631 

LIB3168-047-P1-K1-A11 

BLASTX 

gl628583 

526 

9.0e-54 

134 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



144632 

LIB3168-047-P1-K1-A12 

BLASTX 

gl628583 

625 

2.0e-65 



17947 




Match length 


120 


% identity 


100 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsi 




thaliana] >gi_28424 95_emb_CAA16892_ (AL02174 9) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


144633 


Seq. ID 


LIB3168-047-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


55 


F, Vri 1 1 1 P 
i— i v axu^ 


5.0e-54 


Match length 


125 


% identity 


90 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsi 




thaliana] >gi_28 4 24 95_emb_CAAl 68 92_ (AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


144634 


Seq. ID 


LIB3168-047-P1-K1-A3 


Method 


BLASTX 






BLAST score 


248 


E value 


4.0e-21 


Match length 


113 


% identity 


40 


NCBI Description 


(AC005825) unknown protein [Arabidopsis thaliana] 


Seq. No. 


144635 


Seq. ID 


LIB3168-047-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2605714 




•J £*\J 


E value 


5.0e-53 


Match length 


122 


% identity 


84 


NCBI Description 


(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 




thaliana] 


Seq. No. 


144636 


Seq. ID 


LIB3168-047-P1-K1-A5 


Method 


BLASTX 




y z. fu/uz. / i 


BLAST score 


331 


E value 


2.0e-31 


Match length 


67 


% identity 


97 


NCBI Description 


(AC003033) unknown protein [Arabidopsis thaliana] 


Seq. No. 


144637 


Seq. ID 


LIB3168-047-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g544122 


BLAST score 


697 


E value 


8.0e-74 


Match length 


138 


% identity 


97 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



APOCYTOCHROME F PRECURSOR >gi_6295 99_pir S45661 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
cytochrome f precursor - turnip chloroplast 
>gi_441282__emb_CAA54307_ (X77011) cytochrome f [Brassica 
rapa] 

144638 

LIB3168-047-P1-K1-A7 

BLASTX 

gl!2682 

145 

7.0e-43 

133 

70 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144639 

LIB3168-047-P1-K1-A8 

BLASTN 

g511598 

395 

0.0e+00 

419 

26 

Arabidopsis thaliana cell wall protein (APTR-1) gene, 
complete cds 

144640 

LIB3168-047-P1-K1-A9 

BLASTX 

gll2737 

540 

2.0e-55 

132 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__emb__CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144641 

LIB3168-047-P1-K1-B1 

BLASTN 

g4455168 

386 

0.*0e+00 

421 

98 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F10M10 
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# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144642 

LIB3168-047-P1-K1-B10 

BLASTX 

g2506276 

583 

2.0e-60 

120 

98 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR ( 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_2129561_pir S71235 chaperonin-60 alpha chain - 

Arabidopsis thaliana >gi_1223910 (U4 9357) chaperonin-60 
alpha subunit [Arabidopsis thaliana] 

>gi_4510416_gb_AAD21502.1_ (AC006929) putative rubisco 
binding protein alpha subunit [Arabidopsis thaliana] 

144643 

LIB3168-047-P1-K1-B11 

BLASTX 

g2982454 

298 

5.0e-34 

136 

57 

(AL022223) f ructose-bisphosphate aldolase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



144644 

LIB3168-047-P1-K1-B12 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144645 

LIB3168-047-P1-K1-B3 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144646 

LIB3168-047-P1-K1-B4 

BLASTX 

gll2743 

694 



17950 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-73 

130 

98 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68856_pir_NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_l 66617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA808 69_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1__ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

144647 

LIB3168-047-P1-K1-B5 

BLASTX 

gl628583 

225 

1.0e-18 

58 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144648 

LIB3168-047-P1-K1-B6 

BLASTN 

g2688838 

150 

1.0e-78 

282 

88 

Thlaspi goesingense ATP phosphoribosyltransf erase (THG1) 
mRNA, complete cds 

144649 

LIB3168-047-P1-K1-B7 

BLASTX 

gl628583 

619 

1.0e-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144650 

LIB3168-047-P1-K1-B8 

BLASTX 

g2129659 

181 

3.0e-22 

95 

59 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] 



17951 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144651 

LIB3168-047-P1-K1-B9 

BLASTX 

gl!2682 

679 

1.0e-71 

141 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144652 

LIB3168-047-P1-K1-C1 

BLASTX 

gl628583 

614 " - 

4.0e-64 

120 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144653 

LIB3168-047-P1-K1-C10 

BLASTN 

g2264312 

394 

0.0e+00 

410 

99 

Arabidopsis thaliana genomic DNA f chromosome 5, PI clone: 
MOK16, complete sequence [Arabidopsis thaliana] 

144654 

LIB3168-047-P1-K1-C11 

BLASTX 

g267070 

478 

2.0e-48 

91 

98 

TUBULIN ALPHA- 6 CHAIN >gi_282852_pir JQ1597 tubulin 

alpha-6 chain - Arabidopsis thaliana >gi_l 66920 (M84699) 
TUA6 [Arabidopsis thaliana] >gi_2244853__emb_CAB10275__ 
(Z97337) tubulin alpha-6 chain (TUA6) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



144655 

LIB3168-047-P1-K1-C12 

BLASTX 

gl!2682 

591 

2.0e-61 



17952 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137 
82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi__166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144656 

LIB3168-047-P1-K1-C2 

BLASTX 

gl628583 

251 

5.0e-39 

113 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144657 

LIB3168-047-P1-K1-C3 

BLASTX 

gll2682 

578 

7.0e-60 

138 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144658 

LIB3168-047-P1-K1-C4 

BLASTX 

g3695390 

267 

2.0e-23 

77 

66 

(AF096371) contains similarity to Rattus norvegicus cyclin 
G-associated kinase (SW:P97874) [Arabidopsis thaliana] 

144659 

LIB3168-047-P1-K1-C6 

BLASTN 

g3702722 

61 

6.0e-26 

109 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K12B20, complete sequence [Arabidopsis thaliana] 



Seq. No. 



144660 



17953 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3168-047-P1-K1-C7 

BLASTX 

g4115365 

330 

9.0e-31 

123 
71 

(AC005957] 
thaliana] 



reverse transcriptase-like protein [Arabidopsis 



144661 

LIB3168-047-P1-K1-C9 

BLASTX 

g4454033 

253 

9.0e-22 

139 

40 

(AL035394) putative potassium transport protein 
[Arabidopsis thaliana] 

144662 

LIB3168-047-P1-K1-D10 

BLASTX 

g464987 

471 

2.0e-47 

107 

86 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQOITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin— protein ligase (EC 

6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi__297878_emb_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_34 9213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

144663 

LIB3168-047-P1-K1-D11 

BLASTX 

g3135274 

202 

6.0e-16 

80 
53 

(AC003058) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 

144664 

LIB3168-047-P1-K1-D12 

BLASTX 

gl072480 

68 

2.0e-46 

119 

83 



NCBI Description cruciferin 1 precursor - rape 



17954 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



144665 

LIB3168-047-P1-K1-D2 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb__CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144666 

LIB3168-047-P1-K1-D3 

BLASTX 

gl628583 

523 

2.0e-53 

133 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144667 

LIB3168-047-P1-K1-D4 

BLASTX 

gll2681 

560 

9.0e-58 

133 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936__emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144668 

LIB3168-047-P1-K1-D5 

BLASTN 

g3885325 

129 

4.0e-66 

177 

95 

Arabidopsis thaliana chromosome II BAC T20P8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144669 

LIB3168-047-P1-K1-D6 

BLASTX 

gl628583 

107 

5.0e-20 
55 



17955 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144670 

LIB3168-047-P1-K1-D7 

BLASTX 

gl041704 

323 

6.0e-30 

93 

68 

(U30478) expansin At-EXP5 [Arabidopsis thaliana] 
144671 

LIB3168-047-P1-K1-D8 

BLASTX 

g2924779 

607 

3.0e-63 

121 

99 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618__dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



Seq. No. 


144672 


Seq. ID 


LIB3168-047-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl791352 


BLAST score 


170 


E value 


5.0e-12 


Match length 


91 


% identity 


42 


NCBI Description 


(U83789) 0-diphenol-( 


Seq. No, 


144673 


Seq. ID 


LIB3168-047-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g82734 


BLAST score 


596 


E value 


6.0e-62 


Match length 


121 


% identity 


30 


NCBI Description 


ubiquitin precursor - 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_226763_prf 1604470A poly-ubiquitin [Zea mays] 

144674 

LIB3168-047-P1-K1-E12 

BLASTX 

gll2741 

415 

9.0e-58 

128 



17956 



• • 

% identity 82 

NCBI Description 2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144675 

LIB3168-047-P1-K1-E2 
BLASTX 
g!628583 
543 

9.0e-56 
139 
77 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_entb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144676 

LIB3168-047-P1-K1-E4 
BLASTX 
gl628583 
447 

2.0e-44 
127 
72 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


144677 




Seq. ID 


LIB3168-047-P1-K1-E5 




Method 


BLASTX 




NCBI GI 


g3738324 




BLAST score 


506 




E value 


2.0e-51 




Match length 


111 




% identity 


82 




NCBI Description 


(AC005170) GMP synthase- 


-like protein [Arabidopsis thaliana] 


Seq. No. 


144678 




Seq. ID 


LIB3168-047-P1-K1-E6 




Method 


BLASTX 




NCBI GI 


gll2741 




BLAST score 


475 




E value 


2.0e-48 




Match length * 


98 




% identity 


90 




NCBI Description 


2S SEED STORAGE PROTEIN 


3 PRECURSOR {2S ALBUMIN STORAGE 



PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



17957 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor [Arabidopsis thaliana] 
144679 

LIB3168-047-P1-K1-E7 

BLASTX 

gl628583 

681 

6.0e-72 

133 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144680 

LIB3168-047-P1-K1-E8 

BLASTX 

g4204299 

117 

4.0e-62 

125 
95 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



144681 

LIB3168-047-P1-K1-E9 

BLASTX 

gll2739 

480 

2.0e-48 

132 

73 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

144682 

LIB3168-047-P1-K1-F1 

BLASTX 

gl628583 

199 

1.0e-15 

41 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144683 

LIB3168-047-P1-K1-F10 

BLASTX 

g2970654 



17958 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



278 

1.0e-24 

107 
57 

(AF052058) ferritin subunit cowpea2 precursor [Vigna 
unguiculata] 



144684 

LIB3168-047-P1-K1-F12 
BLASTX 
gll2741 
631 

4.0e-66 

135 
88 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855_pir 



3 PRECURSOR (2S ALBUMIN STORAGE 
NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi^395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144685 

LIB3168-047-P1-K1-F2 

BLASTX 

gl!2682 

676 

2.0e-71 

140 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144686 

LIB3168-047-P1-K1-F4 

BLASTX 

gll2681 

532 

2.0e-54 

127 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144687 

LIB3168-047-P1-K1-F5 

BLASTX 

gl628583 

663 

8.0e-70 



17959 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139 
91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144688 

LIB3168-047-P1-K1-F6 

BLASTX 

gll2739 

402 

3.0e-39 

116 

70 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711__emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

144689 

LIB3168-047-P1-K1-F7 

BLASTN 

g3985955 

338 

0.0e+00 

417 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTH16, complete sequence [Arabidopsis thaliana] 

144690 

LIB3168-047-P1-K1-F8 

BLASTX 

g82734 

617 

2.0e-64 

124 

30 

ubiquitin precursor - maize (fragment) 
>gi_226763_prf 1604470A poly-ubiquitin [Zea mays] 

144691 

LIB3168-047-P1-K1-F9 

BLASTX 

gl628583 

552 

8.0e-57 

139 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



144692 



17960 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-047-P1-K1-G1 

BLASTX 

gll2681 

603 

9.0e-63 

138 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


144693 


Seq. ID 


LIB3168-047-P1-K1-G10 


Method 


BLASTN 


NCBI GI 


g395203 


BLAST score 


184 


E value 


2.0e-99 


Match length 


184 


% identity 


59 


NCBI Description 


A. thaliana 2S albumin gene isoforms 


Seq. No. 


144694 


Seq. ID 


LIB3168-047-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


609 


E value 


2.0e-63 


Match length 


140 


% identity 


84 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR ; 



1 and 2, complete CDS's 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144695 

LIB3168-047-P1-K1-G2 

BLASTX 

gl628583 

556 

3.0e-57 

112 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144696 

LIB3168-047-P1-K1-G4 

BLASTX 

g224293 

386 

2.0e-37 

78 

100 



17961 



NCBI Description histone H4 [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144697 

LIB3168-047-P1-K1-G5 

BLASTX 

gll2681 

168 

6.0e-12 

39 
82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144698 

LIB3168-047-P1-K1-G6 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144699 

LIB3168-047-P1-K1-G9 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144700 

LIB3168-047-P1-K1-H10 

BLASTX 

gll2681 

603 

8.0e-63 

138 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



144701 

LIB3168- 

BLASTX 



047-P1-K1-H11 



17962 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
661 

1.0e-69 

128 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144702 

LIB3168-047-P1-K1-H12 

BLASTX 

g!628583 

542 

1.0e-55 

138 

77 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144703 

LIB3168-047-P1-K1-H2 

BLASTX 

gll2681 

588 

4.0e-61 

127 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144704 

LIB3168-047-P1-K1-H3 

BLASTX 

gl628583 

636 

1.0e-66 

127 
96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144705 

LIB3168-047-P1-K1-H4 

BLASTN 

g3869062 

42 

3.0e-14 

115 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K11I1, complete sequence [Arabidopsis thaliana] 



17963 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144706 

LIB3168-04 7-P1-K1-H6 

BLASTX 

g!12682 

615 

3.0e-64 

141 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144707 

LIB3168-047-P1-K1-H8 

BLASTX 

g!12739 

425 

6.0e-42 

121 

71 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1__ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144708 

LIB3168-047-P1-K1-H9 

BLASTX 

g!169476 

625 

2.0e-65 

121 

98 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) (VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVN1) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144709 

LIB3168-048-P1-K1-A1 

BLASTN 

g4006885 

322 

0.0e+00 

371 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



Seq. No. 
Seq. ID 
Method 



144710 

LIB3168-048-P1-K1-A11 
BLASTX 



17964 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4581146 
498 

2.0e-50 

119 

87 

(AC006919) putative fructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144711 

LIB3168-048-P1-K1-A12 

BLASTX 

gll2681 

533 

1.0e-54 

127 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144712 

LIB3168-048-P1-K1-A2 

BLASTX 

gl628583 

656 

5.0e-69 

131 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144713 

LIB3168-048-P1-K1-A3 

BLASTN 

g4079614 

304 

1.0e-171 

314 

99 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144714 

LIB3168-048-P1-K1-A4 

BLASTX 

gll2741 

620 

7.0e-65 

118 

97 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 



17965 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi__4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144715 

LIB3168-048-P1-K1-A5 

BLASTN 

g2160132 

108 

6.0e-54 

191 

93 

Sequence of BAC F19K23 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

144716 

LIB3168-048-P1-K1-A6 

BLASTX 

gl628583 

556 

3.0e-57 

138 

79 

(D66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144717 

LIB3168-048-P1-K1-A7 

BLASTX 

gl628583 

309 

8.0e-29 

65 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144718 

LIB3168-048-P1-K1-B1 

BLASTX 

gl628583 

665 

4.0e-70 

128 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



144719 

LIB3168-048-P1-K1-B12 

BLASTX 

gl31336 

339 

7.0e-32 
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# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



73 
93 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_72715_pir F2NT0P 

photosystem II phosphoprotein psbH - common tobacco 
chloroplast >gi_11857_emb_CAA7737 4_ (Z00044) PSII lOkD 
phosphoprotein [Nicotiana tabacum] 

>gi_225225_prf 1211235BG photosystem II lOkD 

phosphoprotein [Nicotiana tabacum] 



144720 

LIB3168-048-P1-K1-B2 

BLASTN 

g3510341 

42 

3.0e-14 

213 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFC1 6, -complete sequence [Arabidopsis thaliana] 



PI clone: 



144721 

LIB3168-048-P1-K1-B4 

BLASTX 

g!419090 



BLAST score 


316 


E value 


4.0e-29 


Match length 


136 


% identity 


49 


NCBI Description 


(X94968) 37kDa chloroplast inner 




polypeptide precursor [Nicotiana 


Seq. No. 


144722 


Seq. ID 


LIB3168-048-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g4651202 


BLAST score 


294 


E value 


1.0e-26 


Match length 


138 


% identity 


43 


NCBI Description 


(AB026253) copper amine oxidase 


Seq. No. 


144723 


Seq. ID 


LIB3168-048-P1-K1-B8 


Method 


BLASTN 


NCBI GI 


g4406805 


BLAST score 


386 


E value 


0.0e+00 


Match length 


406 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome 



sequence, complete sequence [Arabidopsis thaliana] 

Seq. No. 144724 

Seq. ID LIB3168-048-P1-K1-C1 

Method BLASTX 

NCBI GI gll2741 

BLAST score 83 



17967 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



6.0e-69 

130 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144725 

LIB3168-048-P1-K1-C12 

BLASTX 

g3023848 

552 

7.0e-57 

109 

29 

GUANINE NUCLEOTI DE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 

144726 

LIB3168-048-P1-K1-C2 

BLASTX 

g!628583 

596 

5.0e-62 

120 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144727 

LIB3168-048-P1-K1-C4 

BLASTX 

gll2741 

705 

9.0e-75 

131 
100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z2474 4) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144728 

LIB3168-048-P1-K1-C8 

BLASTX 

gl628583 

524 



17968 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-53 

137 

77 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144729 

LIB3168-048-P1-K1-C9 

BLASTX 

gl628583 

584 

1.0e-60 

115 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


144730 


Seq. ID 


LIB3168-048-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g585922 


BLAST score 


582 


E value 


2.0e-60 


Match length 


139 


% identity 


80 


NCBI Description 


DNA- DIRECTED RNA POLYMERASE BETA" CHAIN 


Seq. No. 


144731 


Seq. ID 


LIB3168-048-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


gll2741 


BLAST score 


691 


E value 


4.0e-73 


Match length 


128 


% identity 


100 


NCBI - Description 


2S SEED STORAGE PROTEIN 3 PRECURSOR (2S 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144732 

LIB3168-048-P1-K1-D3 

BLASTN 

g2244991 

400 

0.0e+00 

416 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 



144733 



17969 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3168-048-P1-K1-D5 

BLASTX 

gll2737 

405 

1.0e-39 

111 

72 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144734 

LIB3168-048-P1-K1-D6 

BLASTX 

g3881856 

65 

6.0e-26 

95 

52 

(Z79759) Similarity to Yeast endosomal P24A protein 
(SW:EM70_YEAST) ; cDNA EST CEMSB40F comes from this gene; 
cDNA EST EMBL:C13538 comes from this gene; cDNA EST 
yk385b5.5 comes from this gene [Caenorhabditis elegans] 

144735 

LIB3168-048-P1-K1-D7 

BLASTN 

g3426033 

134 

3.0e-69 

198 

92 

Arabidopsis thaliana chromosome II BAC F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144736 

LIB3168-048-P1-K1-D8 

BLASTX 

gll2681 

91 

5.0e-60 

126 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144737 

LIB3168-048-P1-K1-D9 

BLASTX 

g4204299 



17970 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



723 

7.0e-77 

136 

100 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

144738 

LIB3168-048-P1-K1-E10 

BLASTN 

g3859658 

212 

1.0e-116 

361 
96 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16L1 
(ESSAII project) 

144739 

LIB3168-048-P1-K1-E11 

BLASTX 

gl!2682 

574 

2.0e-59 

134 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144740 

LIB3168-048-P1-K1-E12 

BLASTX 

gl628583 

653 

1.0e-68 

127 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144741 

LIB3168-048-P1-K1-E2 

BLASTX 

gl531762 

195 

6.0e-15 

51 
75 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

144742 

LIB3168-048-P1-K1-E5 



17971 



Method 


• 

BLASTX 


NCBI GI 


gll2737 


BLAST score 


347 


E value 


6.0e-33 


Match length 


66 


% identity 


98 


NCBI Description 


2S SEED 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 

1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144743 

LIB3168-048-P1-K1-E6 

BLASTX 

gll2739 

364 

9.0e-35 

121 

61 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_l 66615 (M22033) albumin 2S subunit 

2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144744 

LIB3168-048-P1-K1-E7 

BLASTN 

g4217996 

85 

4.0e-40 

213 

49 

Arabidopsis thaliana chromosome II BAC F24H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144745 

LIB3168-048-P1-K1-E8 

BLASTX 

gll2682 

511 

4.0e-52 

113 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



144746 

LIB3168-048-P1-K1-E9 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g2194142 

431 

1.0e-42 

87 

99 

(AC002062) 
this gene. 



ESTs gb_N38288, gb_T43486, gb_AA395242 come from 
[Arabidopsis thaliana] 



144747 

LIB3168-048-P1-K1-F1 

BLASTN 

g3608126 

371 

0.0e+00 

404 

98 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144748 

LIB3168-048-P1-K1-F12 

BLASTN 

g4159709 

32 

1.0e-08 

47 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, Pi clone: 
MLN2 1 , complete sequence 

144749 

LIB3168-048-P1-K1-F5 

BLASTX 

gl628583 

406 

1.0e-39 

146 

68 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144750 

LIB3168-048-P1-K1-G1 

BLASTX 

g3281868 

724 

5.0e-77 

138 

99 

(AL031004) putative protein [Arabidopsis thaliana] 
144751 

LIB3168-048-P1-K1-G10 

BLASTX 

gl628583 



17973 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



144752 

LIB3168-048-P1-K1-G12 

BLASTN 

g2264304 

74 

2.0e-33 

438 

76 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBG8, complete sequence [Arabidopsis thaliana] 



PI clone: 



144753 

LIB3168-048-P1-K1-G2 

BLASTX 

g!169515 

609 

2.0e-63 

116 

98 

EM-LIKE PROTEIN GEA1 >gi_21197 68_pir S34819 embryonic 

abundant protein Eml - Arabidopsis thaliana 
>gi_298070_emb_CAA77509_ (Z11158) Em protein [Arabidopsis 
thaliana] >gi_298072_emb_CAA77 97 9_ (Z11921) Em protein 
homologue [Arabidopsis thaliana] >gi_3068708 (AF049236) Eml 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144754 

LIB3168-048-P1-K1-G4 

BLASTN 

g4662640 

194 

1.0e-105 

340 

98 

Arabidopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144755 

LIB3168-048-P1-K1-G5 

BLASTX 

gll2741 

60 

3.0e-30 

75 

93 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 



17974 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144756 

LIB3168-048-P1-K1-G6 

BLASTX 

g4512684 

384 

4.0e-37 

90 

86 

(AC006931) unknown protein [Arabidopsis thaliana] 
>gi_4559324_gb_AAD22986,l_AC007087_5 (AC007087) unknown 
protein [Arabidopsis thaliana] 

144757 

LIB3168-048-P1-K1-H10 

BLASTX 

gll2682 

564 

3.0e-58 

132 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144758 

LIB3168-048-P1-K1-H12 

BLASTX 

gl628583 

644 

1.0e-67 

137 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144759 

LIB3168-048-P1-K1-H2 

BLASTX 

g4006897 

371 

1.0e-35 

76 

99 

(Z99708) globulin-like protein [Arabidopsis thaliana] 
144760 

LIB3168-048-P1-K1-H3 

BLASTX 

gll2681 

473 



17975 



E value 
Match length 
% identity 
NCBI Description 



1.0e-47 

136 

72 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


144761 


Seq. ID 


T TD01 /"O A ^ O Til TV -i m r 

LIB31oo-04t5-Pl-Kl-Ho 


Metnoa 


BLAbTA 




gioiyoUz 




1 fi7 


E value 


5.0e-14 


Match length 


71 


% identity 


58 


NCBI Description 


(Y08726) MtN3 [Medicago truncatula] 


Seq. No. 


144762 


Seq. ID 


LIB3168-048-P1-K1-H6 


Method 


BLASTN 


NCBI GI 


g2454181 


BLAST score 


51 


E value 


1.0e-19 


Match length 


106 


% identity 


92 


NCBI Description 


Arabidopsis thaliana pyruvate dehydrogenas 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



subunit mRNA, nuclear gene encoding plastid protein, 
complete cds 

144763 

LIB3168-048-P1-K1-H8 

BLASTX 

g267073 

282 

5.0e-43 

92 
97 

TUBULIN BETA- 2 /BETA- 3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

144764 

LIB3168-048-P1-K1-H9 

BLASTX 

gl628583 

542 

1.0e-55 

137 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



144765 



17976 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-050-P1-K1-A10 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144766 

LIB3168-050-P1-K1-A11 

BLASTN 

gl6231 

49 

1.0e-18 

105 
90 

Arabidopsis CRA1 gene for 12S seed storage protein 
>gi_166675_gb_M37247_ATHCRAlAA A. thaliana 12S storage 
protein CRA1 gene, exons 1-4 

144767 

LIB3168-050-P1-K1-A12 

BLASTX 

gl628583 

317 

2.0e-52 

140 

89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144768 

LIB3168-050-P1-K1-A3 

BLASTX 

gl628583 

683 

4.0e-72 

137 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144769 

LIB3168-050-P1-K1-A5 

BLASTX 

gll2681 

353 

6.0e-34 

70 

97 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604 jpir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 



17977 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_ernb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144770 

LIB3168-050-P1-K1-A6 

BLASTX 

gll2682 

591 

2.0e-61 

137 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor {CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144771 

LIB3168-050-P1-K1-A7 

BLASTX 

g!12682 

583 

2.0e-60 

123 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144772 

LIB3168-050-P1-K1-A8 

BLASTX 

gll2741 

702 

2.0e-74 

132 

98 

2S SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144773 

LIB3168-050-P1-K1-A9 

BLASTX 

gl628583 

611 

1.0e-63 

129 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



17978 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



144774 

LIB3168-050-P1-K1-B1 
BLASTX 
gll2741 
725 

4.0e-77 
135 
100 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855 pir 



Seq. No. 
Seq. ID 



3 PRECURSOR (2S ALBUMIN STORAGE 
_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi__44 90712_emb_CAB38846.1__ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144775 

LIB3168-050-P1-K1-B10 

BLASTX 

g2829918 

305 

8.0e-28 

87 

66 

(AC002291) similar to "tub" protein gp_U82468_2072162 
[Arabidopsis thaliana] 

144776 

LIB3168-050-P1-K1-B11 

BLASTN 

g2337888 

336 

0.0e+00 

407 

95 

Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 

144777 

LIB3168-050-P1-K1-B12 

BLASTX 

gl!2682 

583 

2.0e-60 

136 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144778 

LIB3168-050-P1-K1-B2 



17979 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



BLASTN 
gl6236 
44 

1.0e-15 

147 

91 

Arabidopsis CRB gene for 12S seed storage protein 
>gi_166677_gb_M37248_ATHCRBAA A.thaliana 12S storage 
protein CRA1 gene, exons 1-4 

144779 

LIB3168-050-P1-K1-B3 

BLASTX 

g2911067 

718 

3.0e-76 

143 

94 

(AL021960) UV-damaged DNA-binding protein-like [Arabidopsis 
thaliana] 

144780 

LIB3168-050-P1-K1-B4 

BLASTX 

gll2681 

644 

1.0e-67 

127 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144781 

LIB3168-050-P1-K1-B5 

BLASTX 

gll2737 

283 

2.0e-46 

128 

78 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853j?ir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144782 

LIB3168-050-P1-K1-B7 

BLASTX 

gll2681 

516 

1.0e-52 



17980 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141 
78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144783 

LIB3168-050-P1-K1-B8 

BLASTX 

gl628583 

587 

5.0e-61 

116 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144784 

LIB3168-050-P1-K1-C10 

BLASTX 

gll2681 

454 

2.0e-45 

112 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144785 

LIB3168-050-P1-K1-C11 

BLASTX 

g!118137 

169 

7.0e-12 

125 

8 

(U41746) coded for by C. elegans cDNA yk68a8.5 
[Caenorhabditis elegans] 

144786 

LIB3168-050-P1-K1-C4 

BLASTX 

gl!9143 

385 

6.0e-57 

123 

94 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 



17981 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1 -alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

144787 

LIB3168-050-P1-K1-C5 

BLASTX 

g!12682 

583 

1.0e-61 

133 
89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA&24 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144788 

LIB3168-050-P1-K1-C6 

BLASTN 

g4406752 

275 

1.0e-153 

409 

100 

Arabidopsis thaliana chromosome II BAC F19B11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144789 

LIB3168-050-P1-K1-C7 

BLASTX 

g82051 

323 

6.0e-30 

127 

52 

lipid body-associated membrane protein - carrot 
>gi_259453_bbs_117620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota=carrots, var Juwarot, Peptide, 
180 aa] [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144790 

LIB3168-050-P1-K1-C8 

BLASTX 

g2623962 

462 

3.0e-46 

97 

91 

(Y12540) isocitrate dehydrogenase (NADF+) [Apium 
graveolens] 



Seq. No. 



144791 



17982 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-050-P1-K1-C9 

BLASTX 

gl40292 

309 

3.0e-28 

70 

87 

HYPOTHETICAL 21.5 KD PROTEIN (ORF 184) 

>gi_82208_pir A05197 hypothetical protein 184 - common 

tobacco chloroplast >gi_11843_emb_CAA77363_ (Z00044) 
hypothetical protein [Nicotiana tabacum] 
>gi_225211_prf 1211235AR ORF 184 [Nicotiana tabacum] 

144792 

LIB3168-050-P1-K1-D1 

BLASTX 

gll2741 

709 

3.0e-75 

132 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi__68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi__166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144793 

LIB3168-050-P1-K1-D11 

BLASTX 

gl628583 

707 

5.0e-75 

134 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144794 

LIB3168-050-P1-K1-D12 

BLASTX 

gll2737 

534 

1.0e-54 

134 

78 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA8087 0__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



17983 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144795 

LIB3168-050-P1-K1-D2 

BLASTX 

g2129657 

239 

4.0e-20 

97 
57 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA9087 8_ (Z54165) oleosin 
[Arabidopsis thaliana] 

144796 

LIB3168-050-P1-K1-D3 

BLASTX 

gl628583 

588 

1.0e-62 

138 
91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


144797 


Seq. ID 


LIB3168-050-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


gl313927 


BLAST score 


45 


E value 


4.0e-16 


Match length 


181 


% identity 


83 


NCBI Description 


B.oleracea mRNA for I FA 


Seq. No. 


144798 


Seq. ID 


LIB3168-050-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


496 


E value 


3.0e-50 


Match length 


128 


% identity 


77 


NCBI Description 


(U66916) 12S cruciferin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



d storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144799 

LIB3168-050-P1-K1-D7 

BLASTX 

g2129657 

352 

2.0e-33 

102 

75 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 



17984 



tha liana ] >gi_9 8701 6_emb_CAA9 0 8 7 8_ 
[Arabidopsis thaliana] 



(Z54165) oleosin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144800 

LIB3168-050-P1-K1-D8 

BLASTX 

gl628583 

561 

7.0e-58 

139 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842 4 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144801 

LIB3168-050-P1-K1-D9 

BLASTX 

gll2737 

571 

5.0e-59 

137 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853__pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(224745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144802 

LIB3168-050-P1-K1-E1 

BLASTX 

gll2681 

351 

1.0e-52 

142 

74 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi__166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936__emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144803 

LIB3168-050-P1-K1-E10 

BLASTX 

gll2741 

635 

1.0e-66 

118 
100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 



17985 



(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



144804 

LIB3168-050-P1-K1-E11 

BLASTX 

g2493696 

618 

1.0e-64 

134 
91 

HYPOTHETICAL 21.5 KD PROTEIN (ORF 185) >gi_1480440 (U34204) 
ORF185; hypothetical 21.4 kD protein [Brassica oleracea] 

144805 

LIB3168-050-P1-K1-E12 

BLASTX 

gll2681 

618 

1.0e-64 

119 

97 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144806 

LIB3168-050-P1-K1-E2 

BLASTX 

gll2682 

604 

7.0e-63 

140 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144807 

LIB3168-050-P1-K1-E3 

BLASTX 

gl628583 

584 

1.0e-60 

123 
92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144808 

LIB3168-050-P1-K1-E4 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 

g!628583 

565 

2.0e-58 

112 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



144809 

LIB3168-050-P1-K1-E5 
BLASTX 
gll2737 
554 

5.0e-57 
135 
80 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68853_pir_ 



1 PRECURSOR (2S ALBUMIN STORAGE 
NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144810 

LIB3168-050-P1-K1-E6 

BLASTX 

gll2741 

721 

1.0e-76 

134 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1__ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144811 

LIB3168-050-P1-K1-E7 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb__CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144812 

LIB3168-050-P1-K1-E8 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



gll2682 
51 

7.0e-10 

75 

49 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144813 

LIB3168-050-P1-K1-E9 

BLASTX 

g!12737 

171 

5.0e-54 

137 
79 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710__emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144814 

LIB3168-050-P1-K1-F1 

BLASTX 

gl628583 

679 

1.0e-71 

143 
92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144815 

LIB3168-050-P1-K1-F10 

BLASTX 

gll2682 

595 

7.0e-62 

138 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144816 

LIB3168-050-P1-K1-F11 

BLASTX 

gl628583 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



386 

2.0e-37 

97 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144817 

LIB3168-050-P1-K1-F12 

BLASTX 

gll2681 

747 

1.0e-79 

142 
99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936__emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144818 

LIB3168-050-P1-K1-F2 

BLASTX 

gl628583 

730 

1.0e-77 

139 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144819 

LIB3168-050-P1-K1-F3 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144820 

LIB3168-050-P1-K1-F4 

BLASTX 

gll2682 

595 

8.0e-62 

138 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 



17989 



# 



thaliana] >gi_808937_emb_CAA324 94_ (X14313) 
storage protein [Arabidopsis thaliana] 



12S seed 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



144821 

LIB3168-050-P1-K1-F5 

BLASTX 

gll2741 

717 

4.0e-76 

135 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144822 

LIB3168-050-P1-K1-F6 

BLASTX 

gll2682 

194 

7.0e-15 

38 

100 

12 S SEED STORAGE PROTEIN PRECURSOR >gi_81 605_pir SO 8 510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144823 

LIB3168-050-P1-K1-F7 

BLASTN 

g2264311 

314 

1.0e-176 

343 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLN1, complete sequence [Arabidopsis thaliana] 

144824 

LIB3168-050-P1-K1-F9 

BLASTX 

g2454184 

548 

2.0e-56 

112 

99 

(U80186) pyruvate dehydrogenase El beta subunit 
[Arabidopsis thaliana] 

144825 

LIB3168-050-P1-K1-G10 



17990 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

MatcU* length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

gll2682 

163 

9.0e-12 

47 

72 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144826 

LIB3168-050-P1-K1-G11 

BLASTX 

gl076361 

655 

7.0e-69 

138 

87 

oleoyl- [acyl-carrier-protein] hydrolase (EC 3.1.2.14) - 

Arabidopsis thaliana >gi_2129660_pir S69197 

oleoyl- [acyl-carrier-protein] hydrolase (EC 3.1.2.14) 
(clone TE 1-7) - Arabidopsis thaliana 
>gi_804946_emb_CAA85389_ (Z36912) acyl-(acyl carrier 
protein) thioesterase [Arabidopsis thaliana] 

144827 

LIB3168-050-P1-K1-G12 

BLASTX 

gl628583 

692 

3.0e-73 

132 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144828 

LIB3168-050-P1-K1-G2 

BLASTX 

g461838 

283 

2.0e-47 

116 

78 

CRUCIFERIN PGCRURSE5 PRECURSOR (US GLOBULIN) (12S STORAGE 

PROTEIN) >gi_282895_pir S26223 cruciferin - radish 

>gi_21118_emb_CAA42478__ (X59808) cruciferin [Raphanus 
sativus] 

144829 

LIB3168-050-P1-K1-G4 

BLASTX 

gll2682 

537 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Oe script ion 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-55 

117 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144830 

LIB3168-050-P1-K1-G5 

BLASTX 

gll2741 

692 

3.0e-73 

135 
96 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144831 

LIB3168-050-P1-K1-G8 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144832 

LIB3168-050-P1-K1-H1 

BLASTN 

g4159703 

221 

1.0e-121 

328 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K5F14, complete sequence 

144833 

LIB3168-050-P1-K1-H10 

BLASTX 

gll2741 

695 

1.0e-73 

130 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 



17992 



ft 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(224744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144834 

LIB3168-050-P1-K1-H11 

BLASTX 

gll2681 

592 

2.0e-61 

112 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808 936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144835 

LIB3168-050-P1-K1-H2 

BLASTX 

gll2741 

687 

1.0e-72 

128 
99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144836 

LIB3168-050-P1-K1-H3 

BLASTX 

g2129657 

366 

5.0e-35 

104 

76 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

144837 

LIB3168-050-P1-K1-H4 

BLASTX 

gl628583 

530 

2.0e-54 
100 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144838 

LIB3168-050-P1-K1-H6 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



144839 

LIB3168-050-P1-K1-H9 
BLASTX 
g!12741 
705 

9.0e-75 
131 
100 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855_pir 



Seq. No. 
Seq. ID 



3 PRECURSOR (2S ALBUMIN STORAGE 
_ _ NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi__166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb__CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1__ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144840 

LIB3168-051-P1-K1-A1 

BLASTN 

g4191760 

202 

1.0e-110 

382 
96 

Genomic sequence for Arabidopsis thaliana BAC F17F8, 
complete sequence [Arabidopsis thaliana] 

144841 

LIB3168-051-P1-K1-A10 

BLASTN 

g3928074 

391 

0.0e+00 

416 

98 

Arabidopsis thaliana chromosome II BAC T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144842 

LIB3168-051-P1-K1-A11 



17994 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3335169 

613 

5.0e-64 

117 

99 

(AF067857) embryo -specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 

144843 

LIB3168-051-P1-K1-A12 

BLASTN 

g2645198 

45 

4.0e-16 

162 

83 

Arabidopsis thaliana chromosome I BAC T2 6J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144844 

LIB3168-051-P1-K1-A2 

BLASTX 

gl628583 

245 

6.0e-21 

52 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144845 

LIB3168-051-P1-K1-A4 

BLASTN 

g4582411 

59 

3.0e-25 

71 

96 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T23K8 sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144846 

LIB3168-051-P1-K1-A5 

BLASTX 

g!628583 

683 

4.0e-72 

130 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



144847 



17995 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-051-P1-K1-A7 

BLASTX 

gl628583 

464 

2.0e-46 

112 

82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144848 

LIB3168-051-P1-K1-A8 

BLASTN 

g3402695 

334 

0.0e+00 

397 

96 

Arabidopsis thaliana chromosome II BAC T3K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144849 

LIB3168-051-P1-K1-A9 

BLASTX 

g4204299 

619 

9.0e-65 

122 

99 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 


144850 


Seq. ID 


LIB3168-051-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4539335 


BLAST score 


156 


E value 


2.0e-10 


Match length 


42 


% identity 


60 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No. 


144851 


Seq. ID 


LIB3168-051-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3367573 


BLAST score 


562 


E value 


4.0e-58 


Match length 


110 


% identity 


97 


NCBI Description 


(AL031135) homeodomain - like protein [Arabidopsis 




thaliana] 


Seq. No. 


144852 


Seq. ID 


LIB3168-051-P1-K1-B11 


Method 


BLASTX 



17996 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



gll2737 
545 

5.0e-56 

132 
80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1__ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144853 

LIB3168-051-P1-K1-B12 

BLASTX 

gl!70317 

573 

2.0e-60 

118 

96 

3 -HYDROXY- 3 -METHYLGLUTARYL- COENZYME A REDUCTASE 2 (HMG-COA 
REDUCTASE 2) (HMGR2) >gi_388558 (L19262) 
3-hydroxy-3-methylglutaryl-CoA reductase [Arabidopsis 
thaliana] >gi_2262168 (AC002329) 

3-hydroxy-3-methylglutaryl-CoA reductase (HMG2 protein) 
[Arabidopsis thaliana] 

144854 

LIB3168-051-P1-K1-B4 

BLASTX 

g4056505 

284 

2.0e-25 

134 

49 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 
144855 

LIB3168-051-P1-K1-B5 

BLASTX 

gll2737 

162 

4.0e-ll 

66 

58 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144856 

LIB3168-051-P1-K1-B7 
BLASTX 



17997 



NCBI GI 


al628583 






E value 


1.0e-69 


Match length 


140 


t) lUcllLXLy 




IN^IjX fcbLI Xp cion 


iuoDyioj izo crucirerin seea storage protein L-^raDiciops 




thai i anal *">rr-i 9fl^94Q^ ^rnK PSAI fJQQO /ST 001 7 / 1 9 C2 




LI uuilcllil occU oLUIdyc pXvJLelil ^.riX aJLJXvj.upo Xo Ulla.XXa.Ila. J 


Q KT^n 

oeq. v* o . 


1 A A Q 


9prr TO 


JjIDjIOO UJl ITX j\x do 


IIC LllwU 


DiinO JL A. 


NCBI GI 


g3250695 


BLAST score 


237 


Hi V aiuc 


3 . US i U 


Lxia. ccn ieny un 


114 


is xaeriu.iT,y 






\t\uu£ e i *± o d ; puuauxve protein [f\raDiaopsxs triaiianaj 


oeq. JNO. 


1 A AQClQ 
14 4 boo 


Q&rr t n 

OctJ. 1 U 


T TR^I ^P — n^l — Dl — VI _QQ 
LlDjlDO UjI rl J\l 




OJLLTlO ia 


NCRT GT 






jj j 


E value 


8.0e-34 


Match length 


79 






inhdx uescxxp uion 


(AF071788) phosphoenolpyruvate carboxylase [Arabidopsis 




tnaiianaj >gi_4U /yooU_emD CAA1U4od (AJlil/lU) pnospno 




enole pyruvate carboxylase [Arabidopsis thaliana] 


oeq. no. 


1 A A Q C Q 

144ooy 


oeq« -Lu 


LlDJlDO- UOl-Jrl-J\l— CI 




DLtnO X IN 


NPRT GT 




BLAST score 


331 


E value 


0.0e+00 


i. v iciuOll Icily CXI 


JO / 




y d 


lnobi description 


Arabidopsis thaliana chromosome II BAG T20B5 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


oeq* NO. 


1 A A Q CC\ 

144o bU 


oeq* iu 


T TT3*51 CO At^l Dl x^i pi n 




OlxttO 1 IN 


NCBI GT 




BLAST score 


421 


E value 


0.0e+00 


Match length 


421 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F3F20 genomic 




sequence, complete sequence 



Seq. No. 144861 

Seq. ID LIB3168-051-P1-K1-C11 

Method BLASTN 

NCBI GI g2262155 



17998 



ii 



BLAST score 


239 


E value 


1.0e-132 


lYLatcn lerigun 




% laenLiLy 




NLBl Description 


DNA sequence of Arabidopsis thaliana BAC F5J6 




cnroiuosoiue iv f coiupieue sequence [Araoiaopsis 


Seq. No. 


1 /I A Q £ n 

14 48 62 


oec[» jlu 


T TR^1 £R — fl^l — "Dl — —PI 9 




JjIltIO 1 A 


NCBI GI 


gl70354 


BLAST score 


612 


E value 


o • ue d4 


Match length 


1 O A 

1Z4 


% identity 


zz 


NCBI Description 


(M74156) pentairieric polyubiquitin [Nicotiana ; 


oeq. jno . 


1 A A Q CD 

144o bo 


oeq. iu 


JblDJlDQ UOl ri M 




RT ZXQTY 
LjJ_iriO i A 


NfRT CZT 


rrl fi^RRR.^ 


■DT,7\ Crp oporo 
DLinOl OUUiC 


1 67 
J. o / 


E value 


1.0e-ll 


Match length 


116 


% identity 




NCBI Description 


(U66916) 12S cruciferin seed storage protein 




thaliana] >gi_2842495_emb_CAA168 92_ (AL02174 9 




cruciferin seed storage protein [Arabidopsis " 


Seq. No. 


T A A O f A 

144864 


oeq. id 


lilnolbo-Uol— rl-Kl— C^4 


i v ie Lnou 


■bltiiO 1 JN 




gozyio / 


BLAST score 


55 


E value 


4.0e-22 


Match length 


1 A 

1 4 


% identity 




NCBI Description 


Arabidopsis thaliana 3-hydroxy-3-methylglutar; 




reductase (HMG2) gene, complete cds 


beq. mo. 


1 A A O C C 

14 4o bo 


oeq. id 


lilcsoloo - U01 — fl — J\l — Lj 


rlcLllOQ 




NCBI GI 


g2739010 


BLAST score 


273 


E value 


4 . Ue-z4 


Match length 


/0 


% identity 


/TO 

68 


nlbi Description 


(AFUzz464) CYP77A3p [Glycine max] 


Seq. No. 


144866 


otsq. iu 




Method 


BLASTX 


NCBI GI 


gll2737 


BLAST score 


247 


E value 


4.0e-26 


Match length 


86 



[Arabidopsis 
) 12S 



17999 



% identity 76 

NCBI Description 2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 


144867 


Seq. ID 


LIB3168-051-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4512631 


BLAST score 


213 


E value 


4 . Oe-17 


Match length 


79 


% identity 


58 


NCBI Description 


(AC004793) Contains similarity to gi_3249080 T13D8.24 MY 




transcription factor homolog from A. thaliana BAC 




gb_AC004473. [Arabidopsis thaliana] 


Seq, No. 


144868 


Seq. ID 


LIB3168-051-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


587 


E value 


6.0e-61 


Match length 


114 


% identity 


97 


NCBI Description 


(Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 


Seq. No. 


144869 


Seq. ID 


LIB3168-051-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4678924 


BLAST score 


152 


E value 


5.0e-10 


Match length 


63 


% identity 


46 


NCBI Description 


(AL049711) putative protein [Arabidopsis thaliana] 


Seq. No. 


144870 


Seq. ID 


LIB3168-051-P1-K1-D1 


Method 


BLASTN 


NCBI GI 


g2605713 


BLAST score 


175 


E value 


6.0e-94 


Match length 


225 


% identity 


96 


NCBI Description 


Arabidopsis thaliana beta-tonoplast intrinsic protein 




(beta-TIP) mRNA, complete cds 


Seq. No. 


144871 


Seq. ID 


LIB3168-051-P1-K1-D10 


Method 


BLASTN 


NCBI GI 


g3236234 


BLAST score 


339 



18000 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

363 

98 

Arabidopsis thaliana chromosome II BAC F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144872 

LIB3168-051-P1-K1-D11 

BLASTX 

gl071913 

360 

3.0e-34 

139 

57 

cysteine synthase (EC 4.2.99.8) C precursor, mitochondrial 
- spinach >gi_1066153_dbj_BAA07177_ (D37963) cysteine 
synthase [Spinacia oleracea] 

144873 

LIB3168-051-P1-K1-D12 

BLASTX 

g3264805 

635 

1.0e-66 

138 

90 

(AF071788) phosphoenolpyruvate carboxylase [Arabidopsis 
thaliana] >gi_4079630_emb_CAA10486_ (AJ131710) phospho 
enole pyruvate carboxylase [Arabidopsis thaliana] 

144874 

LIB3168-051-P1-K1-D2 

BLASTX 

g3264778 

171 

4.0e-12 

59 

57 

(AF072536) 
thaliana] 



H~protein promoter binding factor-1 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



144875 

LIB3168-051-P1-K1-D3 

BLASTX 

gl6245 

328 

2.0e-30 

100 

70 

(X51514) precursor acetolactate synthase (670 AA) 
[Arabidopsis thaliana] 

144876 

LIB3168-051-P1-K1-D4 

BLASTX 

g3860277 

4 62 



18001 



E value 


3.0e-46 


Match length 


134 


% identity 


/I 


NCBI Description 


(AC005824) putative ribosomal protein L10 [Arabidopsis 




thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 




ribosomal protein LI OA [Arabidopsis thaliana] 


Seq. No, 


144877 


Seq. ID 


LIB3lDo-0bl-Pl-Kl-Do 


Method 


DT 7V O TV 


NCBI GI 


roo COO 

glozoooo 


BLAST score 


(TO C 

625 


E value 


2.0e-65 


Match length 


120 


3 identity 


1U0 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidops 




tnalianaj >gi zo424yo emb CAAlobyz (ALUzl/49) lzS 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


144878 


Seq. ID 


LIB3168-051-P1-K1-D6 


iXLetnoa 




NCBI GI 


g2959729 


BLAST score 


386 


E value 


0.0e+00 


Match length 


402 


% identity 


99 


NCBI Description 


Arabidopsis thaliana mRNA for GATA transcription factor 


Seq. No. 


144879 


Seq. ID 


LIB31 68-05 1-P1-K1-D7 


Method 


tit n ri nrvr 


NCBI GI 


gl070654 


BLAST score 


345 


E value 


8 . 0e-4 6 


Match length 


98 


% identity 


86 


NCBI Description 


cruciferin 4 precursor - rape 


Seq. No. 


144880 


Seq. ID 


LIB31 68-05 1-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g4204299 


BLAST score 


82 


E value 


1.0e-01 


Match length 


136 


% identity 


51 


NCBI Description 


(AC003027) lcl_prt_seq No definition line found 




[Arabidopsis thaliana] 


Seq. No. 


144881 


beq. iu 


JjlJDJlDO-UoI-rl-i\l— hit) 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


742 


E value 


4.0e-79 


Match length 


140 



18002 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



II 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144882 

LIB3168-051-P1-K1-E11 

BLASTX 

g2369714 

548 

2.0e-56 

138 

75 

(Z97178) elongation factor 2 [Beta vulgaris] 
144883 

LIB3168-051-P1-K1-E12 

BLASTX 

g2129633 

448 

1.0e-44 

114 

82 

LEA protein Le25 homolog - Arabidopsis thaliana 
>gi_984050_emb_CAA61676_ (X89505) LEA protein Le25 homolog 
[Arabidopsis thaliana] 

144884 

LIB3168-051-P1-K1-E4 

BLASTX 

g2244998 

152 

7.0e-10 

89 
35 

(Z97341) similarity to probable transcriptional adaptor 
ADA2 [Arabidopsis thaliana] 

144885 

LIB3168-051-P1-K1-E7 

BLASTX 

gl628583 

619 

1.0e-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144886 

LIB3168-051-P1-K1-E8 

BLASTN 

g4432793 

238 



18003 




E value 


1.0e-131 


ixia Lcn lenytn 


ZOO 


% identity 




NCBI Description 


Arabidopsis thaliana chromosome II BAC T19K21 genomic 




bcyUcIltc/ OUllLp.Lel.tr ocCjUcIlLc LmdUlUUpolo LIla.lla.Ilci J 


beq. No. 


1 A AQQH 


oeq. iu 


t tdoi ^Q — 0R1 —PI — Tfl — FQ 




rSi-jrlO i A 


Mf DT r*T 


y 4 ZU4Z ;7 0 


BLAST score 


464 


E value 


1.0e-46 


Match length 


QQ 
OO 


? lueniity 


i nn 
1UU 


NCBI Description 


(ALUUouz/j ici prt. seq no aerimrion line rouna 




[niaJJlUUpblb LllaMlaMld. J 


oeq. wo. 


1 A A QQQ 
14 4 000 


oeq. J-U 


T TR^I £fi — HR1 -Pi —PCI -F1 fl 


^.A -f- X~v a J ^J 


DT B QTM 

DliAo 1JM 


ktprt czt 
Ln^JjI vj_L 




BLAST score 


219 


E value 


1.0e-120 


Match length 


O A A 

Z44 


identity 


y / 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F19F24 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


1 A A O O f\ 

144889 


oeq. id 


T TTJ^I _P1 _T7l 1 

LIBjIdo- U Ol — irl— J\l — r 11 


TWfy** ^ A y"3 

i v ie tnou 


Juli/lo 1 A 


NCBI GI 


g4406775 


BLAST score 


206 


E value 


*3 f\ ,-«, _ 1 (Z 

0 . ue-io 


Match length 


0 0 

OZ 


% identity 


49 


NCBI Description 


(AC006836) unknown protein [Arabidopsis thaliana] 


beq. No. 


1 A A O O f\ 

144oyU 


oeq. lu 


t Tta^i £Q— fic;i _di _t^i _trl 0 
liloolOC3~U01 — Jrl — i\l — r 1Z 


Method 




Mr i T3T n 

1NL-J31 O.L 




jdIiHo i score 


000 


E value 


9.0e-73 


Match length 


132 


% identity 




NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi_2842495_emb_CAA16892 (AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


144891 


Ofsrr T n 
Oeq. ±U 


T TR^1 f^ft-HRI -Pi —TC\ -TT9 
jjiDjioo uoi xri j\i r z 


Method 


BLASTX 


NCBI GI 


gl864017 


BLAST score 


455 


E value 


1.0e-45 


Match length 


93 



18004 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 



144892 

LIB3168-051-P1-K1-F5 
BLASTX 
gll2739 
380 

1.0e-36 

116 
68 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68854_pir_ 



2 PRECURSOR (2S ALBUMIN STORAGE 
NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

144893 

LIB3168-051-P1-K1-F6 

BLASTX 

g!352681 

232 

3.0e-19 

70 

64 

PROTEIN PHOSPHATASE 2C (PP2C) >gi_107 6391_pir S55457 

phosphoprotein phosphatase (EC 3.1.3.16) 2C - Arabidopsis 
thaliana >gi_633028_dbj_BAA07287_ (D38109) protein 
phosphatase 2C [Arabidopsis thaliana] 

144894 

LIB3168-051-P1-K1-F7 

BLASTX 

gll2681 

660 

2.0e-69 

131 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>giJL6667 6 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144895 

LIB3168-051-P1-K1-F8 

BLASTX 

gll2682 

556 

3.0e-57 

131 
81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 



18005 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144896 

LIB3168-051-P1-K1-F9 

BLASTN 

g2262155 

388 

0.0e+00 

392 

100 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

144897 

LIB3168-051-P1-K1-G10 

BLASTX 

gl628583 

412 

2.0e-40 

112 
74 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144898 

LIB3168-051-P1-K1-G11 

BLASTX 

gll2739 

466 

1.0e-46 

130 

73 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

144899 

LIB3168-051-P1-K1-G12 

BLASTX 

gl628583 

606 

3.0e-63 

119 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_ernb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144900 

LIB3168-051-P1-K1-G2 
BLASTX 



18006 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4185141 
545 

5.0e-56 

122 

85 

{AC005724! 
thaliana] 



putative calmodulin-binding protein [Arabidops 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



144901 

LIB3168-051-P1-K1-G3 

BLASTX 

gl628583 

492 

9.0e-56 

119 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144902 

LIB3168-051-P1-K1-G6 

BLASTN 

g511598 

398 

0.0e+00 

426 

28 

Arabidopsis thaliana cell wall protein (APTR-1) gene, 
complete cds 

144903 

LIB3168-051-P1-K1-G7 

BLASTX 

gll2682 

533 

4.0e-59 

117 

94 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



144904 

LIB3168-051-P1-K1-G8 

BLASTX 

g3924597 

699 

5.0e-74 

137 

97 

(AF069442) putative oxidoreductase 



[Arabidopsis thaliana] 



144905 

LIB3168-051-P1-K1-G9 



18007 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3335356 

148 

9.0e-78 

242 

98 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144906 

LIB3168-051-P1-K1-H10 

BLASTX 

g2160151 

616 

3.0e-64 

124 

96 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb_X77260) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144907 

LIB3168-051-P1-K1-H11 

BLASTX 

gll2741 

576 

9.0e-60 

107 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144908 

LIB3168-051-P1-K1-H12 

BLASTX 

gl628583 

628 

9.0e-66 

127 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144909 

LIB3168-051-P1-K1-H5 

BLASTX 

gl31325 

689 

7.0e-73 

135 

98 

NADH-UBIQUINONE OXIDOREDUCTASE SUBUNIT K 



18008 



© 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_72687_pir F2NTG psbG protein 

chloroplast 



common tobacco 



144910 

LIB3168-051-P1-K1-H6 

BLASTX 

gl076303 

45 

4.0e-31 

73 
100 

RNA-binding protein cp29 precursor - Arabidopsis thaliana 
>gi_681902_dbj_BAA06518_ (D31710) cp29 [Arabidopsis 
thaliana] 



144911 

LIB3168-051-P1-K1-H7 

BLASTX 

gll2741 

621 

7.0e-65 

131 

89 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi 68855 pir 



3 PRECURSOR (2S ALBUMIN STORAGE 
NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144912 

LIB3168-051-P1-K1-H8 

BLASTX 

gl!2737 

625 

2.0e-65 

134 

90 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi__166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144913 

LIB3168-051-P1-K1-H9 

BLASTX 

gll2682 

658 

3.0e-69 

137 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 



18009 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144914 

LIB3168-052-P1-K1-A1 

BLASTX 

g4220533 

587 

6.0e-61 

119 
99 

(AL035356) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144915 

LIB3168-052-P1-K1-A10 

BLASTN 

g4589444 

212 

1.0e-116 

244 
97 

Arabidopsis thaliana genomic DNA, 
MWF20, complete sequence 



chromosome 5, PI clone 



Seq. No. 
, Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



144916 

LIB3168-052-P1-K1-A2 

BLASTX 

g3935154 

302 

2.0e-27 

90 

62 

(AC005106) T25N20.18 [Arabidopsis thaliana] 
144917 

LIB3168-052-P1-K1-A3 

BLASTX 

g3929364 

548 

2.0e-56 

120 

90 

NADH-UBIQUINONE OXIDOREDUCTASE 23 KD SUBUNIT PRECURSOR 

(COMPLEX I-23KD) (CI-23KD) >gi_1076356_pir S52380 NADH 

dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 
>gi_666977_emb_CAA59061_ (X84318) NADH dehydrogenase 
[Arabidopsis thaliana] >gi_3152573 (AC002986) Match to 
NADH: ubiquinone oxidoreductase gb_X84318 from A. thaliana 
ESTs gb_Z27005, gb_T04711, gb_T45078 and gb_Z28689 come 
from this gene. [Arabidopsis thaliana] 

144918 

LIB3168-052-P1-K1-A4 

BLASTX 

gl!2682 



18010 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



587 

6.0e-61 

108 
100 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605 _pir S08510 

cruciferin precursor {CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144919 

LIB3168-052-P1-K1-A5 

BLASTX 

g2792155 

202 

9.0e-16 

76 

46 

(AJ223291) chalcone reductase [Sesbania rostrata] 
144920 

LIB3168-052-P1-K1-A7 

BLASTX 

gll2741 

639 

5.0e-67 

119 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

144921 

LIB3168-052-P1-K1-A8 

BLASTX 

g4584110 

324 

4.0e-30 

122 

52 

(AJ133639) SAH7 protein [Arabidopsis thaliana] 
144922 

LIB3168-052-P1-K1-B10 

BLASTN 

g2264309 

394 

0.0e+00 

398 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJJ3, complete sequence [Arabidopsis thaliana] 



18011 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144923 

LIB3168-052-P1-K1-B11 

BLASTX 

g99992 

320 

1.0e-29 

104 

43 

protein disulfide-isomerase (EC 5.3.4.1) precursor - 
alfalfa (clone B2) >gi_166418 (M82973) putative 
endomembrane protein; putative [Medicago sativa] 

144924 

LIB3168-052-P1-K1-B2 

BLASTX 

gl628583 

593 

1.0e-61 

116 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144925 

LIB3168-052-P1-K1-B3 

BLASTN 

g4580732 

44 

1.0e-15 

202 
82 

Genomic sequence for Arabidopsis thaliana BAC F5J5, 
complete sequence 

144926 

LIB3168-052-P1-K1-B4 

BLASTX 

gl628583 

657 

4.0e-69 

129 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144927 

LIB3168-052-P1-K1-B5 

BLASTX 

g!12681 

549 

2.0e-56 

129 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 



18012 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein. [Arabidopsis thaliana] 



144928 

LIB3168-052-P1-K1-B6 

BLASTX 

g2281099 

711 

2.0e-75 

133 

100 

(AC002333) stearoyl-ACP desaturase 



[Arabidopsis thaliana] 



144929 

LIB3168-052-P1-K1-B7 

BLASTX 

gl628583 

673 

5.0e-71 

129 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144930 

LIB3168-052-P1-K1-B8 

BLASTX 

gl628583 

380 

4.0e-37 

75 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144931 

LIB3168-052-P1-K1-C10 

BLASTN 

g3402695 

210 

1.0e-114 

363 

95 

Arabidopsis thaliana chromosome II BAC T3K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144932 

LIB3168-052-P1-K1-C11 

BLASTN 

g4376087 

200 

1.0e-108 

355 

97 



18013 



II 



NCBI Description Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144933 

LIB3168-052-P1-K1-C12 

BLASTX 

gll2739 

416 

7.0e-41- 

119 

71 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

144934 

LIB3168-052-P1-K1-C2 

BLASTN 

g4079614 

92 

1.0e-44 

96 

99 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

144935 

LIB3168-052-P1-K1-C3 

BLASTX 

g!12682 

597 

4.0e-62 

126 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144936 

LIB3168-052-P1-K1-C4 

BLASTX 

g66179 

629 

7.0e-66 

134 

87 

NADH dehydrogenase (ubiquinone) (EC 1.6.5.3) chain 4 - 

common tobacco chloroplast >gi_225255_prf 1211235CP NADH 

dehydrogenase 4-like ORF 509B [Nicotiana tabacum] 



Seq. No. 



144937 



18014 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-052-P1-K1-C5 

BLASTN 

g4159704 

48 

7.0e-18 

64 

94 

Arabidopsis thaliana genomic DNA, 
MCB17, complete sequence 



chromosome 3, PI clone; 



beq. wo. 


1 A A Q*3Q 


OCtJt -LJJ 


LlDJlOO UJi JTJ. IYJ. \^Kj 










BLAST score 


362 


E value 


1.0e-34 


Match length 


120 


% identity 


53 


NCBI Description 


(AF005050) aspartyl 


Seq. No. 


144939 


Seq. ID 


LIB3168-052-P1-K1-C7 


Method 


BLASTN 


NCBI GI 


g4199934 


BLAST score 


248 


E value 


1.0e-137 


Match length 


288 


% identity 


97 


NCBI Description 


Genomic sequence for 



[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



complete sequence [Arabidopsis thaliana] 
144940 

LIB3168-052-P1-K1-C8 

BLASTX 

gll2681 

341 

3.0e-32 

107 

68 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144941 

LIB3168-052-P1-K1-D1 

BLASTX 

gl628583 

674 

4.0e-71 

129 

100 

(D66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18015 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144942 

LIB3168-052-P1-K1-DU 

BLASTX 

g4160402 

242 

1.0e-20 

112 

53 

(AJ132240) eukaryotic translation initiation factor 5 [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144943 

LIB3168-052-P1-K1-D12 

BLASTX 

gl628583 

546 

4.0e-56 

126 
87 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


144944 


Seq. ID 


LIB3168-052-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3885334 


BLAST score 


701 


E value 


3.0e-74 


Match length 


132 


% identity 


100 


NCBI Description 


(AC005623) putative 




thaliana] 


Seq. No. 


144945 


Seq. ID 


LIB3168-052-P1-K1-D3 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


33 


E value 


6.0e-09 


Match length 


48 


% identity 


64 


NCBI Description 


Xenopus laevis cDNA 


Seq. No. 


144946 


Seq. ID 


LIB3168-052-P1-K1-D4 


Method 


BLASTN 


NCBI GI 


g2618601 


BLAST score 


392 


E value 


0.0e-f-00 


Match length 


392 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 



putative argonaute protein [Arabidopsis 



MHJ24, complete sequence 



>mic DNA, chromosome 5 f 
[Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 



144947 

LIB3168-052-P1-K1-D5 



18016 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Ml 

BLASTX 

gl628583 

622 

4.0e-65 

125 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144948 

LIB3168-052-P1-K1-D7 

BLASTX 

g!12682 

544 

6.0e-56 

116 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144949 

LIB3168-052-P1-K1-D8 

BLASTN 

g3243214 

103 

1.0e-50 

311 

84 

Arabidopsis thaliana BAC T19B17 from chromsome IV, 
19.3 cM, complete sequence [Arabidopsis thaliana] 



near 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144950 

LIB3168-052-P1-K1-D9 

BLASTX 

g2851581 

643 

2.0e-67 

130 

98 

DNA-DIRECTED RNA POLYMERASE BETA CHAIN 
>gi_2196464_emb_CAA74024_ (Y13690) DNA-dependent RNA 
polymerase subunit beta [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144951 

LIB3168-052-P1-K1-E1 

BLASTX 

g!628583 

560 

7.0e-58 

116 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 



18017 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144952 

LIB3168-052-P1-K1-E10 

BLASTX 

g3927825 

684 

3.0e-72 

132 

98 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

144953 

LIB3168-052-P1-K1-E11 

BLASTX 

gll72873 

250 

2.0e-21 

106 

51 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619__dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 

144954 

LIB3168-052-P1-K1-E12 

BLASTX 

gll2681 

364 

8.0e-35 

109 

69 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



144955 

LIB3168-052-P1-K1-E3 

BLASTX 

gl871182 

444 

3.0e-44 

83 

98 

(U90439) phospholipase 
144956 

LIB3168-052-P1-K1-E5 

BLASTN 

g4159707 

277 

1.0e-154 
409 



D isolog [Arabidopsis thaliana] 



18018 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJK13, complete sequence 

144957 

LIB3168-052-P1-K1-E7 

BLASTX 

gl628583 

652 

1.0e-68 

127 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



144958 

LIB3168-052-P1-K1-E8 

BLASTX 

g4204298 

576 

1.0e-59 

128 

87 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



144959 

LIB3168-052-P1-K1-E9 

BLASTX 

g4587564 

642 

2.0e-67 

127 

100 

(AC006550) Strong similarity to gb_X14017 photosystem I 
reaction centre subunit II precursor (psaD) from Spinacia 
oleracea. ESTs gb_R30423, gb_T42998, gb_Z18178, gb_T14133, 
gb_N65521, gb_T42498, gb_T41918, gb_N38024 

144960 

LIB3168-052-P1-K1-F1 

BLASTX 

g3808062 

161 

5.0e-ll 

68 

44 

(AB019195) PV100 [Cucurbita maxima] 
144961 

LIB3168-052-P1-K1-F10 

BLASTX 

gll2682 

569 

8.0e-59 
133 



18019 



% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

144962 

LIB3168-052-P1-K1-F11 

BLASTX 

gl628583 

479 

2.0e-48 

99 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144963 

LIB3168-052-P1-K1-F12 

BLASTX 

gl628583 

618 

1.0e-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144964 

LIB3168-052-P1-K1-F2 

BLASTX 

g2129657 

315 

5.0e-29 

97 

71 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877__ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

144965 

LIB3168-052-P1-K1-F3 

BLASTX 

gl32901 

320 

1.0e-29 

66 

86 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L33 >gi_71356_pir R5NT33 

ribosomal protein L33 - common tobacco chloroplast 
>gi_11850_emb_CAA77370_ (Z00044) ribosomal protein L33 

[Nicotiana tabacum] >gi_225219_prf 1211235BA ribosomal 

protein L33 [Nicotiana tabacum] 



18020 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144966 

LIB3168-052-P1-K1-F5 

BLASTX 

gll2681 

487 

3.0e-49 

133 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144967 

LIB3168-052-P1-K1-F6 

BLASTX 

g3157937 . 

109 

8.0e-57 

123 

94 

(AC002131) Identical to aspartic proteinase cDNA gb_U51036 
from A. thaliana. ESTs gb_N96313, gb_T21893, gb_R30158 / 
gb_T21482, gb_T43650, gb_R64749, gb_R65157, gb_T88269, 
gb_T44552, gb_T22542, gb_T76533, gb_T44350, gb_Z34591, 
gb_AA728734, gb 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144968 

LIB3168-052-P1-K1-F7 

BLASTX 

g2160151 

483 

9.0e-4 9 

109 

87 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb X77260) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144969 

LIB3168-052-P1-K1-F8 

BLASTX 

gl628583 

205 

4.0e-16 

65 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



144970 

LIB3168-052-P1-K1-G1 

BLASTX 

gl628583 

651 



18021 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-68 

127 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144971 

LIB3168-052-P1-K1-G11 

BLASTX 

gl402906 

531 

2.0e-54 

125 

82 

(X98314) peroxidase [Arabidopsis thaliana] 
>gi_4468977_emb_CAB38291_ (AL035605) peroxidase, prxr2 
[Arabidopsis thaliana] 

144972 

LIB3168-052-P1-K1-G12 

BLASTX 

gll2743 

589 

4.0e-61 

126 

87 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_l 66617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

144973 

LIB3168-052-P1-K1-G2 

BLASTN 

g3128139 

390 

0.0e+00 

390 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIK19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144974 

LIB3168-052-P1-K1-G4 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18022 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144975 

LIB3168-052-P1-K1-G6 

BLASTX 

gll09699 

561 

7.0e-58 

109 

99 

(X83381) gibberellin 20-oxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



144976 

LIB3168-052-P1-K1-G7 

BLASTX 

gll2737 

585 

1.0e-60 

127 

88 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_3 9520 4_emb__CAA8 087 0_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

144977 

LIB3168-052-P1-K1-G8 

BLASTX 

gl628583 

443 

4.0e-44 

120 
74 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb__CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144978 

LIB3168-052-P1-K1-G9 

BLASTX 

gl628583 

146 

3.0e-09 

66 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 



144979 

LIB3168-052-P1-K1-H11 

BLASTX 

gl628583 

486 

3.0e-49 



18023 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



100 
95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



144980 

LIB3168-052-P1-K1-H12 

BLASTN 

g3449331 

369 

0.0e+00 

381 

27 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNC17, complete sequence [Arabidopsis thaliana] 



PI clone: 



144981 

LIB3168-052-P1-K1-H3 

BLASTN 

g3869062 

46 

1.0e-16 

149 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K11I1, complete sequence [Arabidopsis thaliana] 



TAC clone: 



144982 

LIB3168-052-P1-K1-H4 

BLASTX 

g2924258 

669 

1.0e-70 

131 

98 

(Z00044) RNA polymerase beta 11 subunit [Nicotiana tabacum] 
144983 

LIB3168-052-P1-K1-H5 

BLASTX 

g3695380 

213 

4.0e-17 

134 

22 

(AF096370) partial CDS; contains similarity to Nicotiana 
tabacum membrane-associated salt-inducible protein 
(GB:U08285) [Arabidopsis thaliana] 

144984 

LIB3168-052-P1-K1-H7 

BLASTX 

gll72969 

169 

4.0e-12 

36 



18024 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

60S RIBOSOMAL PROTEIN Lll (L16) >gi_629552_pir S49033 

ribosomal protein Lll.e - Arabidopsis thaliana 
>gi_550544_emb_CAA57394_ (X81798) ribosomal protein L16 
[Arabidopsis thaliana] 

144985 

LIB3168-052-P1-K1-H8 

BLASTN 

g4558674 

57 

3.0e-23 

258 
93 

Arabidopsis thaliana chromosome II BAC F7B19 genomic 
sequence, complete sequence 

144986 

LIB3168-052-P1-K1-H9 

BLASTX 

gl628583 

407 

8.0e-40 

77 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144987 

LIB3168-053-P1-K1-A10 

BLASTN 

g2160132 

421 

0. 0e+00 
429 
100 

Sequence of BAC F19K23 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

144988 

LIB3168-053-P1-K1-A12 

BLASTX 

g3860165 

528 

5.0e-54 

142 

22 

(AF098963) disease resistance protein RPPl-WsB [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



144989 

LIB3168-053-P1-K1-A2 

BLASTX 

g!628583 

532 

2.0e-54 



18025 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



135 
79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144990 

LIB3168-053-P1-K1-A3 

BLASTX 

g3121836 

174 

1.0e-12 

30 
97 

PHOSPHATIDATE CYTIDYLYLTRANSFERASE ( CDP-DIGLYCERIDE 
SYNTHETASE) (CDP-DIGLYCERIDE PYROPHOSPHORYLASE) 
(CDP-DIACYLGLYCEROL SYNTHASE) (CDS) (CTP : PHOSPHATIDATE 
CYTIDYLYLTRANSFERASE) (CDP-DAG SYNTHASE) 
>gi_2181182_emb_CAA63969_ (X94306) CDP-diacylglycerol 
synthetase [Arabidopsis thaliana] 

144991 

LIB3168-053-P1-K1-A4 

BLASTX 

gll2681 

409 

4.0e-40 

126 

71 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144992 

LIB3168-053-P1-K1-A5 

BLASTX 

gll2681 

527 

7.0e-54 

125 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

144993 

LIB3168-053-P1-K1-A6 

BLASTN 

g2842474 

66 

1.0e-28 

90 

93 



18026 



NCBI Description 



Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F20O9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



144994 

LIB3168-053-P1-K1-A7 

BLASTX 

gl628583 

553 

5.0e-57 

111 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144995 

LIB3168-053-P1-K1-A8 

BLASTX 

g2317731 

691 

4.0e-73 

130 

99 

(AF013628) reversibly glycosylated polypeptide-2 
[Arabidopsis thaliana] 

144996 

LIB3168-053-P1-K1-A9 

BLASTX 

gll73218 

468 

5.0e-47 

99 

94 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 

144997 

LIB3168-053-P1-K1-B1 

BLASTX 

gl628583 

412 

2.0e-40 

112 

74 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144998 

LIB3168-053-P1-K1-B10 

BLASTX 

gl628583 

503 

3.0e-51 
103 



18027 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

144999 

LIB3168-053-P1-K1-B11 

BLASTX 

g4249382 

498 

2.0e-50 

120 

77 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

145000 

LIB3168-053-P1-K1-B2 

BLASTX 

g!628583 

533 

1.0e-54 

105 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145001 

LIB3168-053-P1-K1-B3 

BLASTX 

gll2681 

488 

2.0e-49 

121 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



145002 

LIB3168-053-P1-K1-B4 

BLASTX 

gl628583 

621 

7.0e-65 

119 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145003 

LIB3168-053-P1-K1-B5 



18028 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

443 

8.0e-69 

142 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145004 

LIB3168-053-P1-K1-B6 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145005 

LIB3168-053-P1-K1-B7 

BLASTX 

gl628583 

329 

6.0e-31 

95 

69 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


145006 


Seq. ID 


LIB3168-053-P1-K1-B8 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9.0e-ll 


Match length 


49 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 


Seq. No. 


145007 


Seq. ID 


LIB3168-053-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


gll2737 


BLAST score 


588 


E value 


5.0e-61 


Match length 


140 


% identity 


81 


NCBI Description 


2S SEED STORAGE PROTEIN 1 



PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 



18029 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145008 

LIB3168-053-P1-K1-C1 

BLASTX 

gl!2743 

590 

3.0e-61 

131 
85 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869__ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

145009 

LIB3168-053-P1-K1-C10 

BLASTN 

g3668073 

413 

0.0e+00 

424 

99 

Arabidopsis thaliana chromosome II BAC T4C15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

145010 

LIB3168-053-P1-K1-C12 

BLASTN 

g2832611 

204 

1.0e-lll 

248 

70 

Arabidopsis thaliana DNA chromosome 4, BAC clone F13C5 
(ESSAII project) 

145011 

LIB3168-053-P1-K1-C2 

BLASTX 

gll2682 

584 

1.0e-60 

124 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145012 

LIB3168-053-P1-K1-C3 



18030 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2129659 

412 

2.0e-40 

129 

69 

oleosin, 
(L40954) 



isoform 21K - Arabidopsis thaliana >gi_725260 
oleosin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145013 

LIB3168-053-P1-K1-C4 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145014 

LIB3168-053-P1-K1-C5 

BLASTX 

g!628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145015 

LIB3168-053-P1-K1-C6 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145016 

LIB3168-053-P1-K1-C9 

BLASTX 

gll2681 

607 

3.0e-63 

121 
99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604jpir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 



18031 



storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145017 

LIB3168-053-P1-K1-D1 

BLASTN 

g3659491 

241 

1.0e-133 

433 

100 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 
l r complete sequence [Arabidopsis thaliana] 



Seq. 
Seq. 



No. 
ID 



145018 
LIB3168- 



053-P1-K1-D10 



Method 


BLASTX 


NCBI GI 


g2129767 


BLAST score 


617 


E value 


2.0e-64 


Match length 


126 


% identity 


91 


NCBI Description 


vacuolar 




precursor 




(D61394) 


Seq. No. 


145019 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


gl592677 


BLAST score 


230 


E value 


5.0e-19 


Match length 


117 


% identity 


44 


NCBI Description 


(X91912) 


Seq* No. 


145020 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


172 


E value 


3.0e-12 


Match length 


64 


% identity 


94 


NCBI Description 


(U66916) 



Dcessing enzyme (EC 3.4.22.-) isozyme beta 
Arabidopsis thaliana >gi_1805364_dbj_BAA09615_ 



053-P1-K1-D2 



thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145021 

LIB3168-053-P1-K1-D5 

BLASTN 

g4587986 

161 

2.0e-85 

273 

95 

Arabidopsis thaliana ABA-regulated gene cluster, 
sequence 



complete 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145022 

LIB3168-053-P1-K1-D7 

BLASTX 

gl!2682 

595 

8.0e-62 

138 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


145023 


Seq. ID 


LIB3168-053-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4102582 


BLAST score 


409 


E value 


5.0e-40 


Match length 


139 


% identity 


38 


NCBI Description 


(AF013115) CAO [Arabidopsis thaliana 


Seq. No. 


145024 


Seq. ID 


LIB3168-053-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3892057 


BLAST score 


726 


E value 


3.0e-77 


Match length 


142 


% identity 


63 


NCBI Description 


(AC002330) hypothetical protein [AraJ 


Seq. No. 


145025 


Seq. ID 


LIB3168-053-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2244953 


BLAST score 


611 


E value 


1.0e-63 , 


Match length 


132 


% identity 


90 


NCBI Description 


(Z97340) ATsEH homolog [Arabidopsis 


Seq. No. 


145026 


Seq. ID 


LIB3168-053-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


gll2741 


BLAST score 


721 


E value 


1.0e-76 


Match length 


134 


% identity 


100 


NCBI Description 


2S SEED STORAGE PROTEIN 3 PRECURSOR 



(2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 



18033 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

145027 

LIB3168-053-P1-K1-E2 

BLASTX 

gl628583 

601 

1.0e-62 

113 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145028 

LIB3168-053-P1-K1-E6 

BLASTX 

g!628583 

429 

1.0e-42 

91 
93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S . 
cruciferin seed storage protein [Arabidopsis thaliana] 

145029 

LIB3168-053-P1-K1-E8 

BLASTX 

gl628583 

551 

1.0e-56 

139 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145030 

LIB3168-053-P1-K1-F1 

BLASTX 

gll2681 

652 

2.0e-68 

129 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb__CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145031 

LIB3168-053-P1-K1-F11 
BLASTN 



18034 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g3335170 
115 

7.0e-58 

410 

97 

Arabidopsis thaliana embryo- specif ic protein 3 
complete cds 



(ATS3) gene, 



145032 

LIB3168-053-P1-K1-F12 

BLASTX 

g2129657 

346 

1.0e-32 

99 
75 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_ernb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



145033 

LIB3168-053-P1-K1-F2 

BLASTX 

gll2741 

519 

5.0e-53 

113 

87 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855_pir 



3 PRECURSOR (2S ALBUMIN STORAGE 
_ NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

145034 

LIB3168-053-P1-K1-F3 

BLASTX 

gl628583 

436 

9.0e-56 

117 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145035 

LIB3168-053-P1-K1-F4 

BLASTX 

gl628583 

497 

2.0e-50 

100 

94 
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NCBI Description (U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145036 

LIB3168-053-P1-K1-F5 

BLASTX 

gll2682 

597 

4.0e-62 

126 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir SO 85 10 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145037 

LIB3168-053-P1-K1-F6 

BLASTN 

g2358139 

98 

1.0e-47 

98 

100 

Arabidopsis thaliana chromosome 1 
sequence [Arabidopsis thaliana] 



YAC yUP8H12 complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



145038 

LIB3168-053-P1-K1-F8 

BLASTX 

gl628583 

348 

4.0e-33 

73 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145039 

LIB3168-053-P1-K1-F9 

BLASTX 

gl628583 

44 

6.0e-39 

96 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145040 

LIB3168-053-P1-K1-G1 

BLASTX 

gl628583 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



712 

1.0e-75 

140 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145041 

LIB3168-053-P1-K1-G10 

BLASTX 

gl628583 

740 

8.0e-79 

141 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


145042 


Seq. ID 


LIB3168-053-P1-K1- 


Method 


BLASTX 


NCBI GI 


g3335171 


BLAST score 


605 


E value 


5.0e-63 


Match length 


141 


% identity 


83 


NCBI Description 


(AF067858) embryo 


Seq. No. 


145043 


Seq. ID 


LIB3168-053-P1-K1 


Method 


BLASTX 


NCBI GI 


g2499606 


BLAST score 


435 


E value 


5.0e-43 


Match length 


102 


% identity 


82 


NCBI Description 


MI TOGEN-ACT I VATED 



3 [Arabidopsis thaliana] 



(ATMPK2) >gi_533281_dbj_ 
[Arabidopsis thaliana] 



BAA03536 



HOMOLOG 2 
(D14714) 



(MAP KINASE 2) 
ATMPK2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145044 

LIB3168-053-P1-K1-G3 

BLASTX 

g!12682 

667 

3.0e-70 

146 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor {CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 



145045 



18037 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3168-053-P1-K1-G4 

BLASTX 

gll2741 

296 

3.0e-73 

137 

95 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

145046 

LIB3168-053-P1-K1-G5 

BLASTN 

g3650026 

185 

1.0e-99 

272 

99 

Arabidopsis thaliana chromosome II BAC T26I20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

145047 

LIB3168-053-P1-K1-G6 

BLASTX 

gl628583 

614 

4.0e-64 

119 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145048 

LIB3168-053-P1-K1-G7 

BLASTX 

gll2737 

580 

4.0e-60 

139 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710__emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145049 

LIB3168-053-P1-K1-G8 
BLASTX 



18038 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll2682 
609 

2.0e-63 

140 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145050 

LIB3168-053-P1-K1-G9 

BLASTX 

gll2682 

586 

9.0e-61 

138 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_l 66678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145051 

LIB3168-053-P1-K1-H1 

BLASTN 

g3298610 

411 

0.0e+00 

439 

99 

Arabidopsis thaliana BAC T2H3 
145052 

LIB3168-053-P1-K1-H10 

BLASTX 

g3341697 

360 

3.0e-34 

95 

72 

(AC003672) hypothetical protein [Arabidopsis thaliana] 
145053 

LIB3168-053-P1-K1-H11 

BLASTX 

gl628583 

577 

1.0e-59 

143 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18039 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145054 

LIB3168-053-P1-K1-H12 

BLASTX 

gll2681 

550 

1.0e-56 

136 
80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145055 

LIB3168-053-P1-K1-H2 

BLASTX 

gll2681 

631 

5.0e-66 

144 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145056 

LIB3168-053-P1-K1-H4 

BLASTX 

gll2741 

595 

6.0e-62 

109 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145057 

LIB3168-053-P1-K1-H5 

BLASTX 

gll2741 

507 

2.0e-51 

93 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 



18040 



>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145058 

LIB3168-053-P1-K1-H6 

BLASTX 

gll07501 

384 

4.0e-37 

140 

58 

(X91954) orf [Arabidopsis thaliana] >gi__3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 


145059 


Seq. ID 


LIB3168-053-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3335171 


BLAST score 


523 


E value 


2. Oe-53 


« ft i 1 "1 i V 

Match length 


TOO 

122 


% identity 


Q A 

84 


NCBI Description 


(AF067858) embryo- specific protein 3 [Arabidopsis 


Seq. ,No. 


145060 


Seq. ID 


LIB3168-053-P1-K1-H9 


Method 


BLASTN 


NCBI GI 


g2351067 


BLAST score 


276 


E value 


1.0e-154 


Match length 


348 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5/ PI 




MP012, complete sequence [Arabidopsis thaliana] 


Seq. No. 


145061 


Seq. ID 


LIB3168-054-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g4678315 


BLAST score 


164 


E value 


2.0e-87 


Match length 


180 


% identity 


98 


NCBI Description 


Arabidopsis thaliana DNA chromosome 3, BAC clone 




(ESSA project) 


Seq. No. 


145062 


Seq. ID 


LIB3168-054-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


585 


E value 


1.0e-60 


Match length 


117 


% identity 


97 



clone: 



T17F15 



NCBI Description (U66916) 12S cruciferin seed storage protein [Arabidopsis 



18041 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145063 

LIB3168-054-P1-K1-A2 

BLASTX 

gll2681 

548 

2.0e-56 

113 

97 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145064 

LIB3168-054-P1-K1-A3 

BLASTN 

g3927822 

110 

2.0e-55 

122 

98 

Arabidopsis thaliana chromosome II BAC F8N16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

145065 

LIB3168-054-P1-K1-A4 

BLASTX 

gl628583 

379 

1.0e-36 

108 
71 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145066 

LIB3168-054-P1-K1-A5 

BLASTX 

gll2682 

578 

7.0e-60 

137 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor {CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145067 

LIB3168-054-P1-K1-A6 
BLASTX 



18042 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
494 

3.0e-50 

96 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145068 

LIB3168-054-P1-K1-A7 

BLASTX 

gl628583 

546 

3.0e-56 

104 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_284 2495__emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145069 

LIB3168-054-P1-K1-A8 

BLASTN 

gl468974 

251 

1.0e-139 

275 

98 

Arabidopsis thaliana blue light photoreceptor/photolyase 
homolog (PHH1) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145070 

LIB3168-054-P1-K1-A9 

BLASTX 

gl628583 

362 

6.0e-35 

79 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145071 

LIB3168-054-P1-K1-B1 

BLASTX 

gll2682 

730 

1.0e-77 

142 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



18043 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145072 

LIB3168-054-P1-K1-B10 

BLASTX 

gll2682 

369 

1.0e-35 

90 
82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145073 

LIB3168-054-P1-K1-B11 

BLASTX 

g3273743 

526 

7.0e-54 

105 

96 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145074 

LIB3168-054-P1-K1-B2 

BLASTX 

g3786017 

432 

5.0e-43 

84 

100 

(AC005499) putative non-green plastid inner envelope 
membrane protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



145075 

LIB3168-054-P1-K1-B4 

BLASTX 

gll2737 

561 

7.0e-58 

137 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145076 

LIB3168-054-P1-K1-B5 
BLASTN 



18044 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl592685 
74 

2.0e-33 

102 

94 

A.thaliana mRNA for oleosin type4 protein 
145077 

LIB3168-054-P1-K1-B6 

BLASTX 

gll2682 

350 

1.0e-33 

66 

97 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145078 

LIB3168-054-P1-K1-B7 

BLASTN 

gl628582 

169 

2.0e-90 

225 

97 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 

145079 

LIB3168-054-P1-K1-B8 

BLASTX 

gll2741 

415 

4.0e-41 

79 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

145080 

LIB3168-054-P1-K1-B9 

BLASTX 

g!628583 

440 

6.0e-44 

92 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



18045 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145081 

LIB3168-054-P1-K1-C1 

BLASTX 

gl363488 

384 

3.0e-37 

80 

95 

IAA8 protein - Arabidopsis thaliana >gi_972919 (U18410) 
IAA8 [Arabidopsis thaliana] >gi_4314364_gb_AAD15575_ 
(AC006340) auxin-induced IAA8 protein [Arabidopsis 
thaliana] 

145082 

LIB3168-054-P1-K1-C10 

BLASTX 

g!12682 

664 

6.0e-70 

135 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145083 

LIB3168-054-P1-K1-C11 

BLASTX 

gll2681 

470 

3.0e-47 

131 

76 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145084 

LIB3168-054-P1-K1-C3 

BLASTX 

gl!2682 

660 

2.0e-69 

127 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



18046 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145085 

LIB3168-054-P1-K1-C4 

BLASTN 

g4589408 

408 

0.0e+00 

420 

99 

Arabidopsis thaliana genomic DNA, 
F14A1, complete sequence 



chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145086 

LIB3168-054-P1-K1-C6 

BLASTX 

gl628583 

451 

3.0e-45 

88 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145087 

LIB3168-054-P1-K1-C7 

BLASTX 

g2160151 

333 

2.0e-31 

84 
81 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb X77260) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145088 

LIB3168-054-P1-K1-C9 

BLASTX 

g!31529 

75 

5.2e-01 

80 
22 

POLYPYRIMIDINE TRACT-BINDING PROTEIN (PTB) (HETEROGENEOUS 
NUCLEAR RIBONUCLEOPROTEIN I) (HNRNP I) 

>gi_53553_emb_CAA36321_ (X52101) 25kDa nuclear protein [Mus 
mus cuius] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145089 

LIB3168-054-P1-K1-D10 

BLASTX 

g3688175 

540 

2.0e-55 

124 

83 

(AL031804) gamma-VPE (vacuolar processing enzyme) 



18047 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
145090 

LIB3168-054-P1-K1-D11 

BLASTX 

gll2681 

515 

2.0e-52 

138 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi__8 1604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb__CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145091 

LIB3168-054-P1-K1-D2 

BLASTX 

gl628583 

636 

1.0e-66 

123 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145092 

LIB3168-054-P1-K1-D3 

BLASTX 

gll2741 

530 

3.0e-54 

ii3 

89 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb__CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

145093 

LIB3168-054-P1-K1-D6 

BLASTX 

g2160146 

309 

2.0e-28 

113 

65 

(AC000375) Strong similarity to Arabidopsis 
gb_X91953,F21M12.3,F21M12.1. EST gb_H36326 comes from this 
gene. [Arabidopsis thaliana] 



Seq. No. 



145094 



18048 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



LIB3168-054-P1-K1-D7 

BLASTX 

gl628583 

433 

3.0e-43 

86 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145095 

LIB3168-054-P1-K1-D8 

BLASTX 

g!12682 

621 

6.0e-65 

132 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145096 

LIB3168-054-P1-K1-E1 

BLASTX 

gll2737 

611 

1.0e-63 

127 

91 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145097 

LIB3168-054-P1-K1-E10 

BLASTX 

gl065515 

141 

6.0e-09 

77 

39 

(U40420) weak similarity to procollagen alpha chain 1 (V) 
chain [Caenorhabditis elegans] 

145098 

LIB3168-054-P1-K1-E11 

BLASTN 

g2264313 

34 



18049 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



2.0e-09 

94 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MOP10, complete sequence [Arabidopsis thaliana] 

145099 

LIB3168-054-P1-K1-E12 

BLASTN 

g4220640 

41 

6.0e-14 

85 

87 

Arabidopsis thaliana genomic DNA f chromosome 3, PI clone: 
MPE11, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145100 

LIB3168-054-P1-K1-E2 

BLASTX 

g464987 

591 

2.0e-61 

114 

97 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN- PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi_297878_emb_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

145101 

LIB3168-054-P1-K1-E4 

BLASTN 

g2842474 

90 

4.0e-43 

146 

90 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F20O9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145102 

LIB3168-054-P1-K1-E5 

BLASTX 

gll2681 

327 

9.0e-31 
79 

84' 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi__808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



18050 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145103 

LIB3168-054-P1-K1-E6 

BLASTX 

gl628583 

607 

3.0e-63 

135 

88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



beq. jno . 


1 A R i n A 


Seq. ID 


LIB3168-054-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4204271 


BLAST score 


242 


E value 


2.0e-20 


Match length 


46 


% identity 


96 


NCBI Description 


(AC005223) Unknown protein [Arabidopsi 


Seq. No. 


145105 


Seq. ID 


LIB3168-054-P1-K1-E9 " 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


560 


E value 


8.0e-58 


Match length 


128 


% identity 


85 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145106 

LIB3168-054-P1-K1-F1 

BLASTX 

gl628583 

644 

1.0e-67 

137 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495__emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145107 

LIB3168-054-P1-K1-F10 

BLASTX 

g4204298 

385 

2.0e-37 

93 

80 



18051 



NCBI Description 



{AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145108 

LIB3168-054-P1-K1-F3 

BLASTN 

gl6131 

125 

3.0e-64 

153 

95 

Arabidopsis thaliana genes for 5, 
18S rRNA fragment 



8S rRNA and 25S rRNA with 



Seq. No. 


145109 


Seq. ID 


LIB3168-054-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl66570 


BLAST score 


178 


E value 


3.0e-13 


Match length 


68 


% identity 


54 


NCBI Description 


(L04173) glycine rich protein [Arabidopsis thai 


Seq. No. 


145110 


Seq. ID 


LIB3168-054-P1-K1-F5 


Method 


BLASTN 


NCBI GI 


g3758832 


BLAST score 


42 


E value 


2.0e-14 


Match length 


70 


% identity 


90 


NCBI Description 


Medicago truncatula mRNA for MtN6 gene 


Seq. No. 


145111 


Seq. ID 


LIB3168-054-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


g3046852 


BLAST score 


186 


E value 


1.0e-100 


Match length 


253 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MQJ16/ complete sequence [Arabidopsis thaliana] 


Seq. No. 


145112 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-054-P1-K1-F7 

BLASTX 

g4138179 

246 

2.0e-21 

52 

92 

(AJ223969) 
domestica] 



elongation factor 1 alpha subunit [Malus 



Seq. No. 



145113 



18052 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-054-P1-K1-F8 

BLASTX 

gl628583 

374 

4.0e-36 

106 

73 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145114 

LIB3168-054-P1-K1-F9 

BLASTX 

gl628583 

542 

1.0e-55 

137 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145115 

LIB3168-054-P1-K1-G1 

BLASTX 

gl628583 

713 

1.0e-75 

136 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145116 

LIB3168-054-P1-K1-G10 

BLASTX 

gl628583 

643 

1.0e-67 

125 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145117 

LIB3168-054-P1-K1-G11 

BLASTX 

g4191814 

233 

2.0e-19 

137 

36 

(AB008680) alpha' subunit of beta-conglycinin [Glycine max] 



18053 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145118 

LIB3168-054-P1-K1-G2 

BLASTN 

g438450 

68 

8.0e-30 

148 

94 

Arabidopsis thaliana delta-12 desaturase (Fad2) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145119 

LIB3168-054-P1-K1-G3 

BLASTX 

gl!2737 

554 

5.0e-57 

134 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145120 

LIB3168-054-P1-K1-G4 

BLASTN 

g2924257 

48 

3.0e-18 

130 
91 

Tobacco chloroplast genome DNA 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145121 

LIB3168-054-P1-K1-G5 

BLASTX 

gll2682 

509 

7.0e-52 

111 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



145122 

LIB3168- 

BLASTX 

gll2681 

703 

2.0e-74 



•054-P1-K1-G6 



18054 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135 
97 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145123 

LIB3168-054-P1-K1-G7 

BLASTX 

g2160146 

427 

3.0e-42 

104 

85 

(AC000375) Strong similarity to Arabidopsis 
gb_X9Aj$53,F21M12.3,F21M12.1. EST gb_H36326 comes from this 
gene. [Arabidopsis thaliana] 

145124 

LIB3168-054-P1-K1-G8 

BLASTX 

gll2741 

362 

1.0e-34 

67 
100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

145125 

LIB3168-054-P1-K1-G9 

BLASTX 

g3258637 

287 

9.0e-26 

104 

59 

(AF041050) 4-coumarate:CoA ligase [Populus tremuloides] 
145126 

LIB3168-054-P1-K1-H1 

BLASTX 

gll72873 

577 

8.0e-60 

115 

99 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 



18055 



(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145127 

LIB3168-054-P1-K1-H11 

BLASTN 

g4757414 

394 

0.0e+00 

406 

99 

Arabidopsis thaliana genomic DNA, 
MYF24, complete sequence 



chromosome 3, PI clone: 



145128 

LIB3168-054-P1-K1-H2 

BLASTX 

gl628583 

472 

1.0e-47 

103 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



145129 

LIB3168-054-P1-K1-H3 

BLASTN 

g3510347 

193 

1.0e-104 

328 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MSJ11, complete sequence [Arabidopsis thaliana] 



PI clone: 



145130 

LIB3168-054-P1-K1-H4 

BLASTX 

gl628583 

510 

6.0e-52 

111 

90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145131 

LIB3168-054-P1-K1-H6 

BLASTX 

g2129657 

290 

4.0e-26 

90 

69 

oleosin isoform - Arabidopsis thaliana 



18056 



>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb__CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145132 

LIB3168-054-P1-K1-H8 

BLASTX 

gll2737 

507 

2.0e-51 

133 

77 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_3 9520 4_emb_CAA8 087 0__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145133 

LIB3168-054-P1-K1-H9 

BLASTX 

g4204299 

625 

2.0e-65 

121 
98 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

145134 

LIB3168-055-P1-K1-A10 

BLASTX 

g2129657 

213 

4.0e-17 

75 

63 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

145135 

LIB3168-055-P1-K1-A11 

BLASTN 

g4159712 

309 

1.0e-173 

333 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 



Seq. No. 
Seq. ID 



145136 

LIB3168-055-P1-K1-A12 



18057 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4263771 

293 

2.0e-26 

72 

72 

(AC006218) putative nonspecific lipid-transf er protein 
precursor [Arabidopsis thaliana] 

>gi_4726121_gb_AAD28321.1_AC006436_12 (AC006436) putative 
nonspecific lipid-transfer protein precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145137 

LIB3168-055-P1-K1-A2 

BLASTX 

gl628583 

499 

1.0e-50 

98 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


145138 


Seq. ID 


LIB3168-055-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2983690 


BLAST score 


144 


E value 


4.0e-09 


Match length 


96 


% identity 


38 


NCBI Description 


(AE000730) hypothetical protein [Aquifex 


Seq. No. 


145139 


Seq. ID 


LIB3168-055-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g2129657 


BLAST score 


182 


E value 


9.0e-14 


Match length 


70 


% identity 


59 


NCBI Description 


oleosin isoform - Arabidopsis thaliana 



>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145140 

LIB3168-055-P1-K1-A5 

BLASTX 

gll2739 

338 

8.0e-32 

105 

67 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68854_pir_ 



2 PRECURSOR (2S ALBUMIN STORAGE 
NWMU2 2S albumin 2 precursor - 



18058 



Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145141 

LIB3168-055-P1-K1-A6 

BLASTX 

g552956 

346 

8.0e-33 

77 

87 

(M10124) ATPase subunit I [Nicotiana tabacum] 
>gi_224351_prf 1102209E ORF 5 [Nicotiana sp.] 

145142 

LIB3168-055-P1-K1-A7 

BLASTX 

gll2682 

696 

1.0e-73 

147 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145143 

LIB3168-055-P1-K1-A8 

BLASTX 

g2129657 

149 

5.0e-10 

72 

50 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb__CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

145144 

LIB3168-055-P1-K1-A9 

BLASTX 

gl628583 

387 

9.0e-38 

89 

87 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



145145 



18059 



® 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-055-P1-K1-B1 

BLASTX 

g!31276 

591 

2.0e-61 

128 
89 

PHOTOSYSTEM II P680 CHLOROPHYLL A APOPROTEIN (CP-47 

PROTEIN) >gi_72704_pir QJNT6A photosystem II chlorophyll 

a-binding protein psbB - common tobacco chloroplast 
>gi_11856_emb_CAA77373_ (Z00044) PSII 47kD protein 

[Nicotiana tabacum] >gi_225224_prf 1211235BF photosystem 

II P680 apoprotein [Nicotiana tabacum] 



Seq. No. 


145146 


Seq. ID 


LIB3168-055-P1-K1-B10 


Method 




NCBI GI 


gz64215z 


BLAST score 


342 


E value 


0 . ue+uu 


Match length 


362 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T5I7 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


145147 


Seq. ID 


LIB3168-055-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4741962 


BLAST score 


240 


E value 


2 . Oe-20 


Match length 


63 


% identity 


47 


NCBI Description 


(AF134131) PsbS protein [Arabidopsis thaliana] 


beq. wo . 




Seq. ID 


LIB3168-055-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2129657 


BLAST score 


140 


E value 


5.0e-09 


Match length 


30 


% identity 


83 


NCBI Description 


oleosin isoform - Arabidopsis thaliana 




>gi 987014 emb CAA90877 (Z54164) oleosin [Arabidops 




thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 




[Arabidopsis thaliana] 


Seq. No. 


145149 


Seq. ID 


LIB3168-055-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


563 


E value 


4.0e-58 


Match length 


106 



% identity 

NCBI Description 



100 

(Z97335) hydroxymethyltransferase [Arabidopsis thaliana] 



18060 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145150 

LIB3168-055-P1-K1-B3 

BLASTN 

g2244747 

64 

1.0e-27 

191 

87 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I contig 



145151 

LIB3168-055-P1-K1-B4 

BLASTX 

gl628583 

629 

6.0e-66 

122 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145152 

LIB3168-055-P1-K1-B5 

BLASTN 

g2645198 

379 

0.0e+00 

395 

99 

Arabidopsis thaliana chromosome I BAC T26J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

145153 

LIB3168-055-P1-K1-B6 

BLASTN 

g4388816 

177 

6.0e-95 

349 

97 

Arabidopsis thaliana chromosome II BAC F9B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

145154 

LIB3168-055-P1-K1-B7 

BLASTX 

gll2737 

455 

1.0e-45 

114 

77 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 



18061 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



1 precursor [Arabidopsis thaliana] >gi_3 9520 4_embJCAA8 087 0_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145155 

LIB3168-055-P1-K1-B8 

BLASTX 

g4204298 

271 

2.0e-24 

65 

78 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

145156 

LIB3168-055-P1-K1-B9 

BLASTX 

g2146735 

271 

7.0e-24 

52 

98 

glucose-6-phosphate 1-dehydrogenase (EC 1.1.1.49) (clone 
E5) - Arabidopsis thaliana (fragment) 

>gi_1166405_emb_CAA59011_ (X84229) glucose- 6-phosphate 
1-dehydrogenase [Arabidopsis thaliana] 

145157 

LIB3168-055-P1-K1-C11 

BLASTX 

gl628583 

528 

5.0e-54 

114 

90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145158 

LIB3168-055-P1-K1-C12 

BLASTN 

g2924505 

307 

1.0e-172 

336 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone M4E13 
(ESSAII project) 

145159 

LIB3168-055-P1-K1-C2 

BLASTN 

g3510344 

218 



18062 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-119 

349 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJG14, complete sequence [Arabidopsis thaliana] 

145160 

LIB3168-055-P1-K1-C3 

BLASTX 

gl628583 

516 

1.0e-52 

132 
78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145161 

LIB3168-055-P1-K1-C4 

BLASTX 

gll2739 

43 

7.0e-18 

65 

77 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

145162 

LIB3168-055-P1-K1-C5 

BLASTN 

g4512656 

92 

3.0e-44 

278 

75 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence/ complete sequence 

145163 

LIB3168-055-P1-K1-C6 

BLASTX 

g231586 

156 

2.0e-10 

77 

49 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 H+- transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi__18831_emb_CAA41401_ (X584 98) mitochondrial ATP synthase 



18063 



beta-subunit [Hevea brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145164 

LIB3168-055-P1-K1-C7 

BLASTX 

gl31375 

144 

5.0e-09 

26 

100 

PHOTOSYSTEM II REACTION CENTRE N PROTEIN 

>gi_72720_pir F2RZN photosystem II protein psbN - rice 

chloroplast >gi_82632_pir S14142 photosystem II protein 

psbN - wheat chloroplast >gi_100123_pir S12130 photosystem 

II protein psbN - Appalachian evening primrose chloroplast 

>gi__100737_pir JN0417 photosystem II protein psbN - rye 

chloroplast >gi_485419_pir S12133 photosystem II protein 

psbN - Hooker's evening primrose chloroplast 

>gi_1363584_pir S58579 photosystem II protein psbN - maize 

chloroplast >gi_11208_emb_CAA3938 9_ (X55899) psbN product, 
unknown protein [Oenothera argillicola] 

>gi_12015_emb_CAA33975_ (X15901) PSII low MW protein [Oryza 
sativa] >gi_12359_emb_CAA38543_ (X54749) photosystem II 
polypeptide [Triticum aestivum] >gi_14148_emb_CAA39392__ 
(X55900) psbN product, unknown protein [Oenothera elata 
subsp. hookeri] >gi_902249_emb_CAA60313_ (X86563) PSII low 
MW protein [Zea mays] >gi_2143325_emb_CAA73767_ (Y13328) 

PSII subunit [Populus deltoides] >gi_226637_prf 1603356BL 

photosystem II low MW protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145165 

LIB3168-055-P1-K1-C8 

BLASTX 

gl628583 

477 

7.0e-58 

118 

89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145166 

LIB3168-055-P1-K1-C9 

BLASTN 

gl526561 

35 

3.0e-10 

47 

94 

Raphanus sativus mRNA for glutamine synthetase, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



145167 

LIB3168-055-P1-K1-D10 

BLASTX 

gll2681 



18064 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



342 

1.0e-32 

81 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145168 

LIB3168-055-P1-K1-D11 

BLASTX 

gl628583 

505 

2.0e-51 

98 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145169 

LIB3168-055-P1-K1-D3 

BLASTX 

g2605714 

338 

6.0e-32 

65 

100 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145170 

LIB3168-055-P1-K1-D4 

BLASTX 

g2894574 

538 

3.0e-55 

102 

100 

(AL021890) peroxidase prxrl [Arabidopsis thaliana] 
>gi_2961341_emb_CAA18099.1_ (AL022140) peroxidase prxrl 
[Arabidopsis thaliana] 

145171 

LIB3168-055-P1-K1-D7 

BLASTX 

gl628583 

361 

7.0e-35 

77 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18065 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145172 

LIB3168-055-P1-K1-D8 

BLASTX 

gll2739 

333 

3.0e-31 

104 

66 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 


145173 


Seq. ID 


LIB3168-055-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3036819 


BLAST score 


410 


E value 


3.0e-40 


Match length 


115 


% identity 


77 


NCBI Description 


(AJ000058) MCM3 homolog 


Seq. No. 


145174 


Seq. ID 


LIB3168-055-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


64 


E value 


4.0e-13 


Match length 


59 


% identity 


79 


NCBI Description 


(U66916) 12S cruciferin , 



[Arabidopsis thaliana] 



d storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145175 

LIB3168-055-P1-K1-E11 

BLASTX 

gl628583 

282 

3.0e-25 

55 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



145176 

LIB3168-055-P1-K1-E12 

BLASTN 

g2842474 

53 

5.0e-21 
97 



18066 



% identity 

NCBI Description 



89 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145177 

LIB3168-055-P1-K1-E2 

BLASTX 

g3169182 

394 

2.0e-38 

78 

96 

(AC004401) unknown protein [Arabidopsis thaliana] 
145178 

LIB3168-055-P1-K1-E3 

BLASTX 

g3128211 

434 

5.0e-43 

113 

71 

(AC004077) putative cytochrome p450 protein [Arabidopsis 
thaliana] >gi_3337377 (AC004481) putative cytochrome P450 
protein [Arabidopsis thaliana] 

145179 

LIB3168-055-P1-K1-E4 

BLASTN 

g4662640 

96 

1.0e-46 

174 
42 

Arabidopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 

145180 

LIB3168-055-P1-K1-E5 

BLASTN 

g3133272 

22 

1.5e-02 

428 

32 

Genomic sequence for Arabidopsis thaliana BAC T17H7, 
complete sequence [Arabidopsis thaliana] 

145181 

LIB3168-055-P1-K1-E6 

BLASTX 

g!628583 

333 

1.0e-31 

66 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



18067 




thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145182 

LIB3168-055-P1-K1-E7 

BLASTX 

gl628583 

594 

7.0e-62 

114 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq,. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%" identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145183 

LIB3168-055-P1-K1-E8 

BLASTX 

g!12741 

565 

5.0e-58 

112 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb__CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi__44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

145184 

LIB3168-055-P1-K1-E9 

BLASTX 

g!12682 

566 

2.0e-58 

119 

96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145185 

LIB3168-055-P1-K1-F1 

BLASTX 

gl32110 

534 

7.0e-55 

107 

91 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060__pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb__CAA32702_ 



18068 




(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thai i ana] 



Seq. No, 


145186 


Seq. ID 


LIB3168-055-P1-K1-F10 


Method 


BLASTN 


NCBI GI 


gzzo4olo 


BLAST score 


195 


E value 


1 . Ue-lUb 


Match length 




% identity 


99 


NCBI Description 


Arabidopsis tnaliana genomic una, cnromosome d, n 


MKUllf COlupXetS SSqUSIlCe LnidJJXUUpisia Liiaxxaiiaj 


Seq. No. 


145187 


Seq. ID 


LIB3168-055-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4510348 


BLAST score 


193 


E value 


9. Oe-15 


Match length 


57 


% identity 


61 


NCBI Description 


(ACOOoy^l) unknown protein LA^o^o-cps- 1 - 3 tnanandj 


Seq. No. 


145188 


Seq. ID 


LIB3168-055-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4467147 


BLAST score 


568 


E value 


y . ue-oy 


Match length 


117 


% identity 


97 


NCBI Description 


(AL035540) putative protein [AraJoiaopsis rnananaj 


Seq. No. 


i4oio y 


Seq. ID 


LIB3168-055-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


575 


E value 


1.0e-59 


Match length 


124 


% identity 


87 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi 81605_pir 



clone: 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145190 

LIB3168-055-P1-K1-F6 

BLASTX 

g2605714 

365 

6.0e-35 

100 

74 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 



18069 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145191 

LIB3168-055-P1-K1-F7 

BLASTX 

g2827528 

356 

4.0e-37 

107 

68 

(AL021633) predicted protein [Arabidopsis thaliana] 
145192 

LIB3168-055-P1-K1-F8 

BLASTX 

gll2682 

386 

1.0e-37 

88 
83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
-storage protein [Arabidopsis thaliana] 

145193 

LIB3168-055-P1-K1-G10 

BLASTX 

gl703723 

586 

9.0e-61 
129 
8 8 

ATP SYNTHASE BETA CHAIN >gi_733448 (U23082) CF1 ATP 
synthase beta subunit [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145194 

LIB3168-055-P1-K1-G11 

BLASTX 

gll2739 

363 

7.0e-35 

90 

79 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



145195 

LIB3168-055-P1-K1-G12 

BLASTX 

g3738338 



18070 




BLAST score 


414 


E value 


1.0e-40 


Match length 


128 


% identity 


59 


NCBI Description 


(AC005170) putative 




thaliana] 




polygalacturonase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145196 

LIB3168-055-P1-K1-G2 

BLASTX 

gll2739 

349 

2.0e-33 

68 

97 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_l 66615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145197 

LIB3168-055-P1-K1-G3 

BLASTX 

gll2741 

271 

5.0e-24 

51 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_erab_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145198 

LIB3168-055-P1-K1-G4 

BLASTX 

gl628583 

526 

9.0e-54 
135 
77 

(U66916) 



x „w^+„j 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI - 
BLAST score 
E value 



145199 

LIB3168-055-P1-K1-G5 

BLASTX 

gl!2737 

650 

3.0e-68 



18071 



Match length 139 
% identity 89 

NCBI Description 2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 145200 

Seq. ID LIB3168- 

Method BLASTX 

NCBI GI g226120 

BLAST score 238 

E value 6.0e-20 

Match length 116 

% identity 41 
NCBI Description vicilin 



055-P1-K1-G6 



gene B [Saguinus oedipus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145201 

LIB3168-055-P1-K1-G8 

BLASTX 

gl628583 

244 

4.0e-21 

47 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145202 

LIB3168-055-P1-K1-H1 

BLASTN 

g4539402 

38 

4.0e-12 
46 

96, 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F7L13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145203 

LIB3168-055-P1-K1-H10 

BLASTX 

g4263771 

285 

2.0e-25 

75 

69 

(AC006218) putative nonspecific lipid-transf er protein 
precursor [Arabidopsis thaliana] 

>gi_4726121_gb_AAD28321.1_AC006436_12 (AC006436) putative 
nonspecific lipid-transfer protein precursor [Arabidopsis 
thaliana] 



18072 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145204 

LIB3168-055-P1-K1-H11 

BLASTX 

gl628583 

415 

4.0e-41 

82 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145205 

LIB3168-055-P1-K1-H12 

BLASTX 

g4204265 

288 

8.0e-26 

109 

57 

(AC005223) 45643 [Arabidopsis thaliana] 
145206 

LIB3168-055-P1-K1-H2 

BLASTN 

gl2255 

32 

5.0e-09 

40 

95 

Spinach plastid genes rps2, atpl, atpH, atpF, atpA, trnR 
and trnG coding for ribosomal protein S2, one CF(1) and 
three CF(O) subunits of ATP synthase and tRNA-Arg and 
tRNA-Gly 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145207 

LIB3168-055-P1-K1-H4 

BLASTX 

gl628583 

350 

3.0e-33 

74 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145208 

LIB3168-055-P1-K1-H5 

BLASTX 

gll2681 

492 

9.0e-50 

140 

75 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 



18073 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145209 

LIB3168-056-P1-K1-A10 

BLASTX 

gl628583 

480 

2.0e-48 

133 

74 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145210 

LIB3168-056-P1-K1-A11 

BLASTX 

gl628583 

685 

2.0e-72 

137 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145211 

LIB3168-056-P1-K1-A12 

BLASTX 

gll2681 

629 

7.0e-66 

133 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

%ruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145212 

LIB3168-056-P1-K1-A2 

BLASTN 

gl628582 

58 

4.0e-24 

117 

53 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 

145213 

LIB3168-056-P1-K1-A5 

BLASTX 

g!628583 



18074 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137 

3.0e-08 

110 

57 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145214 

LIB3168-056-P1-K1-A6 

BLASTX 

gll2682 

625 

2.0e-65 

139 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145215 

LIB3168-056-P1-K1-A7 

BLASTX 

gl628583 

464 

9.0e-47 

96 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145216 

LIB3168-056-P1-K1-A8 

BLASTX 

gl628583 

585 

9.0e-61 

116 
97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145217 

LIB3168-056-P1-K1-B1 

BLASTX 

gl628583 

668 

2.0e-70 

126 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18075 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145218 

LIB3168-056-P1-K1-B10 

BLASTX 

gl628583 

711 

2.0e-75 

136 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145219 

LIB3168-056-P1-K1-B12 

BLASTX 

gll2737 

561 

7.0e-58 

135 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_ernb__CAA8G870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710__emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145220 

LIB3168-056-P1-K1-B2 

BLASTX 

gl628583 

134 

2.0e-09 

62 

61 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145221 

LIB3168-056-P1-K1-B4 

BLASTN 

g4538895 

348 

0.0e+00 

411 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F17A8 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



145222 

LIB3168-056-P1-K1-B5 

BLASTX 

gl628583 

441 



18076 



E value 
Match length 
% identity 
NCBI Description 



5.0e-44 

90 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



145223 

LIB3168-056-P1-K1-B6 

BLASTX 

gll2682 

641 

3.0e-67 

135 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145224 

LIB3168-056-P1-K1-C1 

BLASTX 

g!12737 

566 

2.0e-58 

137 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145225 

LIB3168-056-P1-K1-C10 

BLASTX 

gll2741 

463 

2.0e-46 

130 

70 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_j>ir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

145226 

LIB3168-056-P1-K1-C11 

BLASTN 

g2739359 



18077 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



286 

1.0e-160 

355 

83 

Arabidopsis thaliana chromosome II BAC T9J22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145227 

LIB3168-056-P1-K1-C12 

BLASTX 

gl628583 

489 

2.0e-49 

109 

87 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAAl6892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145228 

LIB3168-056-P1-K1-C4 

BLASTX 

g!12737 

245 

6.0e-21 

95 
60 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145229 

LIB3168-056-P1-K1-C5 

BLASTX 

gl628583 

603 

9.0e-63 

115 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145230 

LIB3168-056-P1-K1-C6 

BLASTX 

gl628583 

463 

2.0e-46 

96 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi 28424 95_emb_CAA16892_ (AL021749) 12S 



18078 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145231 

LIB3168-056-P1-K1-C7 

BLASTN 

g2708736 

313 

1.0e-176 

321 
99 

Arabidopsis thaliana BAC T13L16 from chromosome II, near 
cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



145232 

LIB3168-056-P1-K1-C8 

BLASTN 

g4406805 

340 

0.0e+00 

348 

99 

Arabidopsis thaliana chromosome II BAC T27K22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

145233 

LIB3168-056-P1-K1-C9 

BLASTX 

gll2682 

601 

1.0e-62 

140 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145234 

LIB3168-056-P1-K1-D11 

BLASTX 

gl628583 

73 

2.0e-17 

69 
75 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

.145235 

LIB3168-056-P1-K1-D3 

BLASTN 

g4079614 

40 

2.0e-13 
122 



18079 



% identity 

NCBI Description 



87 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


145236 


Seq. ID 


LIB3168-056-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


g725259 


BLAST score 


182 


E value 


7 . Oe-98 


Match length 


294 


% identity 


90 


NCBI Description 


Arabidopsis thaliana oleosin mRNA, 


Seq. No. 


145237 


Seq. ID 


LIB3168-056-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


628 


E value 


1.0e-65 


Match length 


124 


% identity 


98 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145238 

LIB3168-056-P1-K1-D7 

BLASTX 

gl628583 

195 

1.0e-15 

67 

68 

(066916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145239 

LIB3168-056-P1-K1-D8 

BLASTX 

gl628583 

652 

1.0e-68 

126 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145240 

LIB3168-056-P1-K1-D9 

BLASTX 

gl628583 

574 



18080 



E value 
Match length 
% identity 
NCBI Description 



2.0e-59 

141 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



145241 

LIB3168-056-P1-K1-E10 

BLASTX 

g4204298 

570 

6.0e-59 

124 

89 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

145242 

LIB3168-056-P1-K1-E11 

BLASTX 

g3434973 

444 

3.0e-44 

106 

80 

(AB008106) ethylene responsive element binding factor 4 
[Arabidopsis thaliana] 

145243 

LIB3168-056-P1-K1-E2 

BLASTX 

gl628583 

420 

1.0e-41 

91 
90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145244 

LIB3168-056-P1-K1-E3 

BLASTX 

gll2681 

536 

6.0e-55 

128 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14 312) 12S seed 
storage protein [Arabidopsis thaliana] 

145245 

LIB3168-056-P1-K1-E5 



18081 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



lcl_prt_seq No definition line found 



BLASTX 
g4204299 
106 

2.0e-21 
93 
69 

(AC003027) 

[Arabidopsis thaliana] 
145246 

LIB3168-056-P1-K1-E6 

BLASTX 

gll2743 

636 

1.0e-66 

135 
88 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA808 69_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

145247 

LIB3168-056-P1-K1-E8 

BLASTX 

g3913194 

153 

8.0e-13 

71 

52 

C INNAMYL- ALCOHOL DEHYDROGENASE 3 (CAD) >gi_548323 (L36456) 
cinnamyl-alcohol dehydrogenase [Stylosanthes humilis] 

145248 

LIB3168-056-P1-K1-E9 

BLASTX 

gll2737 

555 

4.0e-57 

134 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



145249 

LIB3168-056-P1-K1-F1 

BLASTX 

gl!2737 

580 



18082 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-60 

139 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi_68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145250 

LIB3168-056-P1-K1-F10 

BLASTN 

g4512656 

263 

1.0e-146 

390 

98 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence , complete sequence 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145251 

LIB3168-056-P1-K1-F12 

BLASTX 

gl628583 

338 

2.0e-32 

70 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145252 

LIB3168-056-P1-K1-F2 

BLASTX 

gll2741 

480 

2.0e-48 

101 

91 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi__395201_emb_CAA80868__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



145253 

LIB3168-056-P1-K1-F3 

BLASTX 

g4585998 

319 

2.0e-29 
121 



18083 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 

(AC005287) Hypothetical protein [Arabidopsis thaliana] 
145254 

LIB3168-056-P1-K1-F4 

BLASTN 

g4757403 

262 

1.0e-145 

420 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJL12, complete sequence 



Seq. No. 


145255 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


gl755162 


BLAST score 


328 


E value 


7.0e-31 


Match length 


79 


% identity 


86 


NCBI Description 


(U75192) 


Seq. No. 


145256 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


gll2737 


BLAST score 


550 


E value 


1.0e-56 


Match length 


133 


% identity 


80 


NCBI Description 


2S SEED 




PROTEIN) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
>qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145257 

LIB3168-056-P1-K1-F8 

BLASTX 

gll2737 

187 

1.0e-14 

52 
73 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA8087 0_ 
(224745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 



145258 



18084 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-056-P1-K1-F9 

BLASTN 

g2880038 

244 

1.0e-135 

336 
83 

Arabidopsis thaliana chromosome II BAC T11J7 genomic 
sequence , complete sequence [Arabidopsis thaliana] 

145259 

LIB3168-056-P1-K1-G10 

BLASTX 

gl628583 

528 

5.0e-54 

106 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145260 

LIB3168-056-P1-K1-G11 

BLASTX 

gll2741 

596 

4.0e-62 

112 

98 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145261 

LIB3168-056-P1-K1-G12 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



145262 

LIB3168-056-P1-K1-G2 

BLASTX 

g4510383 

498 

2.0e-50 
142 



18085 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 

(AC007017) unknown protein [Arabidopsis thaliana] 
145263 

LIB3168-056-P1-K1-G3 

BLASTX 

g!628583 

42 

6.0e-34 

95 

75 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145264 

LIB3168-056-P1-K1-G4 

BLASTX 

gl628583 

84 

2.0e-20 

81 

74 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145265 

LIB3168-056-P1-K1-G5 

BLASTX 

gll2682 

578 

7.0e-60 

135 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145266 

LIB3168-056-P1-K1-G6 

BLASTX 

gll2741 

243 

6.0e-21 

76 

66 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



18086 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145267 

LIB3168-056-P1-K1-G7 

BLASTX 

gll2737 

551 

1.0e-56 

137 
79 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_einb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145268 

LIB3168-056-P1-K1-G9 

BLASTX 

g!12681 

645 

1.0e-67 

136 
93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604 j?ir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


145269 


Seq. ID 


LIB3168-056 


Method 


BLASTX 


NCBI GI 


g3805854 


BLAST score 


69 


E value 


6.0e-19 


Match length 


53 


% identity 


96 


NCBI Description 


(AL031986) 


Seq. No. 


145270 


Seq. ID 


LIB3168-056 


Method 


BLASTN 


NCBI GI 


g3449318 


BLAST score 


345 


E value 


0.0e+00 


Match length 


396 


% identity 


97 


NCBI Description 


Arabidopsis 




MLF18, comp 


Seq. No. 


145271 


Seq. ID 


LIB3168-056 


Method 


BLASTX 


NCBI GI 


g2129657 


BLAST score 


151 


E value 


9.0e-ll 



-H10 



chromosome 5 , PI clone : 



18087 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 
78 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

145272 

LIB3168-056-P1-K1-H8 

BLASTX 

g2129657 

222 

4.0e-18 

89 
60 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

145273 

LIB3168-056-P1-K1-H9 

BLASTX 

g2924779 

601 

1.0e-62 

123 

98 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj__BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 

145274 

LIB3168-057-P1-K1-A10 

BLASTX 

gl628583 

455 

1.0e-45 

91 
96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145275 

LIB3168-057-P1-K1-A11 

BLASTX 

g3273743 

448 

8.0e-45 

87 

97 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC0054 99) unknown protein 
[Arabidopsis thaliana] 



18088 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145276 

LIB3168-057-P1-K1-A12 

BLASTN 

g4587641 

179 

5.0e-96 

378 

99 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC F20D21 genomic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145277 

LIB3168-057-P1-K1-A4 

BLASTX 

g2914710 

288 

7.0e-26 
55 
93 

(AC003974) 
thaliana] 



putative beta-D-galactosidase [Arabidopsis 



Seq. No. 


145278 




Seq. ID 


LIB3168-057- 


■P1-K1-A5 


Method 


BLASTN 




NCBI GI 


g992642 




BLAST score 


79 




E value 


4.0e-37 




Match length 


83 




% identity 


99 


thaliana 


NCBI Description 


Arabidopsis 




cds 




Seq. No. 


145279 




Seq. ID 


LIB3168-057- 


-P1-K1-A6 


Method 


BLASTN 




NCBI GI 


g3093275 




BLAST score 


94 




E value 


1.0e-45 




Match length 


123 




% identity 


98 




NCBI Description 


Arabidopsis 


thaliana 


Seq. No. 


145280 




Seq. ID 


LIB3168-057- 


-P1-K1-A7 


Method 


BLASTN 




NCBI GI 


g3193282 




BLAST score 


34 




E value 


5.0e-10 




Match length 


81 




% identity 


91 




NCBI Description 


Arabidopsis 


thaliana 


Seq. No. 


145281 




Seq. ID 


LIB3168-057- 


-P1-K1-A9 


Method 


BLASTX 





(ATCYP1) gene, complete 



18089 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
472 

2.0e-47 

102 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145282 

LIB3168-057-P1-K1-B1 

BLASTX 

g2129532 

263 

5.0e-23 

80 

70 

acyl- [acyl-carrier-protein] desaturase (EC 1.14.99.6) - 
Arabidopsis thaliana >gi_1107507_emb_CAA63746_ (X93461) 
acyl- [acyl-carrier protein] desaturase [Arabidopsis 
thaliana] 



Seq. No. 
.Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



145283 

LIB3168-057-P1-K1-B10 

BLASTX 

g!628583 

438 

1.0e-43 

104 
84 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145284 

LIB3168-057-P1-K1-B11 

BLASTX 

gl628583 

445 

2.0e-44 

96 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145285 

LIB3168-057-P1-K1-B12 

BLASTX 

gl628583 

191 

4.0e-15 

55 

76 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18090 



Seq. No. 

S'eq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145286 

LIB3168-057-P1-K1-B2 

BLASTX 

g!854386 

455 

2.0e-45 

123 

71 

(AB001375) similar to soluble NSF attachment protein [Vitis 
vinifera] 



Seq. No. 


145287 


Seq. ID 


LIB31 68-057 -Pl-Kl-BJ 


Method 


BLASTX 


NCBI GI 


g3269284 


BLAST score 


348 


E value 


7.0e-33 


Match length 


115 


% identity 


65 


NCBI Description 


(AL030978) histone H2A- like prote 


Seq. No, 


145288 


Seq. ID 


LIB3168-057-P1-K1-B5 


Method 


BLASTN 


NCBI GI 


g4079614 


BLAST score 


82 


E value 


1.0e-38 


Match length 


122 


% identity 


92 


NCBI Description 


Arabidopsis thaliana chromosome I 



BAC F21M11 genomic 



sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145289 

LIB3168-057-P1-K1-B6 

BLASTX 

gl628583 

530 

2.0e-54 

103 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145290 

LIB3168-057-P1-K1-B7 

BLASTX 

gll2681 

441 

4.0e-44 

87 
97 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 



18091 



storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145291 

LIB3168-057-P1-K1-B8 

BLASTX 

gl628583 

655 

6.0e-69 

127 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145292 

LIB3168-057-P1-K1-B9 

BLASTX 

gll2737 

374 

4.0e-36 

90 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145293 

LIB3168-057-P1-K1-C1 

BLASTN 

gl069997 

53 

6.0e-21 

85 

92 

B.napus chloroplast accD gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145294 

LIB3168-057-P1-K1-C10 

BLASTX 

gll2737 

457 

9.0e-4 6 

111 

82 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 23 subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 



145295 



18092 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-057-P1-K1-C11 

BLASTX 

gl6Z8583 

395 

2.0e-38 

116 

72 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145296 

LIB3168-057-P1-K1-C12 

BLASTX 

gl592679 

310 

9.0e-29 

81 

80 

(X91915) LEA D113 homologue typel [Arabidopsis thaliana] 
145297 

LIB3168-057-P1-K1-C3 

BLASTX 

gll2681 

305 

6.0e-28 

91 

67 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145298 

LIB3168-057-P1-K1-C4 

BLASTX 

gl628583 

353 

1.0e-33 

92 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145299 

LIB3168-057-P1-K1-C5 

BLASTN 

g395200 

157 

3.0e-83 

224 

82 

A. thaliana 2S albumin gene isoforms 3 and 4, complete CDS's 



18093 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145300 

LIB3168-057-P1-K1-C6 

BLASTN 

g4490701 

151 

1.0e-79 

175 
36 

Arabidopsis thaliana DNA chromosome 4, BAC clone T24A18 
(ESSA project) 

145301 

LIB3168-057-P1-K1-C7 

BLASTX 

g3273751 

72 

1.0e-30 

89 

83 

(AF061518) manganese superoxide dismutase [Arabidopsis 
thaliana] 

145302 

LIB3168-057-P1-K1-C8 

BLASTN 

g4490701 

62 

4.0e-27 

74 

69 

Arabidopsis thaliana DNA chromosome 4, BAC clone T24A18 
(ESSA project) 



145303 

LIB3168-057-P1-K1-C9 
BLASTN 
g4388816 
239 

1.0e-132 
345 
98 

NCBI Description Arabidopsis thaliana chromosome II BAC F9B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145304 

LIB3168-057-P1-K1-D10 

BLASTX 

gl628583 

271 

2.0e-27 

70 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



145305 



18094 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-057-P1-K1-D11 

BLASTX 

gll2682 

516 

9.0e-53 

95 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145306 

LIB3168-057-P1-K1-D3 

BLASTX 

gll2681 

527 

7.0e-54 

142 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145307 

LIB3168-057-P1-K1-D4 

BLASTN 

g4755185 

232 

1.0e-128 

264 

97 

Arabidopsis thaliana chromosome II BAC F5G3 genomic 
sequence, complete sequence 

145308 

LIB3168-057-P1-K1-D5 

BLASTX 

gl29867 

404 

7.0e-40 

81 

98 

CYTOCHROME B6-F COMPLEX SUBUNIT 4 (17 KD POLYPEPTIDE) 
>gi_2924273_emb_CAA77425_ (Z00044) cytochrome b/f complex 
subunit IV [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



145309 

LIB3168-057-P1-K1-D7 

BLASTX 

gll2682 

538 

4.0e-55 
132 



18095 



# 



% identity 79 

NCBI Description 12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145310 

LIB3168-057-P1-K1-D9 

BLASTX 

gll2682 

752 

3.0e-80 

143 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145311 

LIB3168-057-P1-K1-E10 

BLASTX 

g2160185 

189 

3.0e-14 

71 
48 

(AC000132) Similar to S. 
[Arabidopsis thaliana] 



pombe ISP4 (gb_D83992) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145312 

LIB3168-057-P1-K1-E12 

BLASTX 

gl628583 

570 

6.0e-59 

142 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145313 

LIB3168-057-P1-K1-E2 

BLASTX 

gll2681 

178 

3.0e-13 

94 

36 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604j)ir SO 8 50 9 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



18096 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145314 

LIB3168-057-P1-K1-E4 

BLASTN 

g2760173 

343 

0.0e+00 

374 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYH19, complete sequence [Arabidopsis thaliana] 



PI clone: 



145315 

LIB3168-057-P1-K1-E5 

BLASTX 

gl628583 

584 

1.0e-60 

116 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145316 

LIB3168-057-P1-K1-E6 

BLASTX 

gll2737 

351 

2.0e-33 

84 

82 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145317 

LIB3168-057-P1-K1-E7 

BLASTX 

gll2741 

454 

2.0e-45 

127 

70 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 



145318 



18097 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-057-P1-K1-E8 

BLASTX 

gl628583 

237 

2.0e-20 

54 

89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145319 

LIB3168-057-P1-K1-E9 

BLASTX 

gl628583 

193 

3.0e-15 

51 
82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145320 

LIB3168-057-P1-K1-F1 

BLASTX 

gl628583 

343 

2.0e-43 

118 
80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145321 

LIB3168-057-P1-K1-F10 

BLASTX 

gl!2681 

488 

3.0e-49 

131 

73 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi__808936__emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



145322 

LIB3168-057-P1-K1-F12 

BLASTX 

gll2682 

279 

2.0e-61 

142 
87 



18098 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir SO 8 5 10 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145323 

LIB3168-057-P1-K1-F2 

BLASTX 

gl706749 

432 

9.0e-43 

85 
98 

3-OXOACYL- [ACYL-CARRIER- PROTEIN] SYNTHASE I PRECURSOR 
(BETA-KETOACYL-ACP SYNTHASE I) (KAS I) >gi_780814 (U24177) 
3-ketoacyl-acyl carrier protein synthase I [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145324 

LIB3168-057-P1-K1-F3 

BLASTX 

g!12682 

192 

3.0e-15 

59 

63 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145325 

LIB3168-057-P1-K1-F4 

BLASTX 

gll2741 

508 

7.0e-52 

95 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb__CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb__CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



145326 

LIB3168-057-P1-K1-F5 

BLASTX 

gll2682 

222 

1.0e-43 

104 

90 



18099 



NCBI Description 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145327 

LIB3168-057-P1-K1-F6 

BLASTN 

g3059018 

194 

1.0e-105 

295 
92 

Arabidopsis thaliana DNA chromosome 4, BAC clone F1C12 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145328 

LIB3168-057-P1-K1-F7 

BLASTX 

gl628583 

81 

4.0e-54 

122 
86 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


145329 


Seq. ID 


LIB3168-057 


Method 


BLASTX 


NCBI GI 


g4432846 


BLAST score 


548 


E value 


2.0e-56 


Match length 


108 


% identity 


96 


NCBI Description 


(AC006283) 


Seq. No. 


145330 


Seq. ID 


LIB3168-057 


Method 


BLASTX 


NCBI GI 


g3367515 


BLAST score 


478 


E value 


4.0e-48 


Match length 


97 


% identity 


95 


NCBI Description 


(AC004392) 



057-P1-K1-F8 



-P1-K1-F9 



Similar to 

glucose- 6-phosphate/phosphate-translocator (GPT) 
gb_AF020814 from Pisum sativum. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



145331 

LIB3168-057-P1-K1-G1 

BLASTX 

gll2682 

603 

8.0e-63 



18100 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



125 
93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145332 

LIB3168-057-P1-K1-G10 

BLASTX 

g2194142 

438 

2.0e-43 

90 
98 

(AC002062) ESTs gb_N38288, gb_T4348 6, gb_AA395242 come from 
this gene. [Arabidopsis thaliana] 

145333 

LIB3168-057-P1-K1-G12 

BLASTX 

gl!2682 

564 

3.0e-58 

132 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145334 

LIB3168-057-P1-K1-G3 

BLASTX 

gll2681 

373 

7.0e-38 

95 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145335 

LIB3168-057-P1-K1-G5 

BLASTN 

g2281648 

168 

1.0e-89 

192 

97 

Arabidopsis thaliana AP2 domain containing protein RAP2 . 12 
mRNA, partial cds 



18101 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145336 

LIB3168-057-P1-K1-G6 

BLASTX 

gll2681 

689 

7.0e-73 

140 

94 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145337 

LIB3168-057-P1-K1-G7 

BLASTX 

gl628583 

645 

1.0e-67 

138 
91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


145338 


Seq. ID 


LIB3168-057-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2865177 


BLAST score 


434 


E value 


6.0e-43 


Match length 


107 


% identity 


79 


NCBI Description 


(AB01094 6) AtRerlB [Arabidopsis thaliana] 


Seq. No. 


145339 


Seq. ID 


LIB3168-057-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gll2739 


BLAST score 


599 


E value 


3.0e-62 


Match length 


139 


% identity 


81 


NCBI Description 


2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN 



PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_3 9520 5_emb_CAA8 087 1_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



145340 

LIB3168-057-P1-K1-H12 

BLASTX 

g4587686 



18102 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



663 

7.0e-70 

134 

98 

(AC007197) dynamin-like protein ADL2 [Arabidopsis thaliana] 
145341 

LIB3168-057-P1-K1-H7 

BLASTX 

gll2681 

498 

2.0e-50 

106 

94 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145342 

LIB3168-057-P1-K1-H8 

BLASTN 

gl6231 

116 

5.0e-59 

128 

98 

Arabidopsis CRA1 gene for 12S seed storage protein 
>gi_166675_gb_M37247_ATHCRAlAA A. thaliana 12S storage 
protein CRA1 gene, exons 1-4 

145343 

LIB3168-057-P1-K1-H9 

BLASTX 

gll2737 

571 

5.0e-59 

137 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi__68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA8 0870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145344 

LIB3168-058-P1-K1-A10 

BLASTX 

gl628583 

697 

8,0e-74 

139 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



18103 



thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145345 

LIB3168-058-P1-K1-A11 

BLASTX 

gll2682 

591 

2.0e-61 

137 
82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145346 

LIB3168-058-P1-K1-A12 

BLASTX 

g3402716 

172 

2.0e-12 

42 

71 

(AC004261) unknown protein [Arabidopsis thaliana] 
145347 

LIB3168-058-P1-K1-A2 

BLASTX 

g2262167 

124 

2.0e-33 

87 

89 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145348 

LIB3168-058-P1-K1-A4 

BLASTX 

g2129657 

292 

2.0e-26 

93 

69 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_eitib_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



145349 

LIB3168-058-P1-K1-A6 

BLASTX 

g2129657 

246 

5.0e-21 



18104 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 
59 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

145350 

LIB3168-058-P1-K1-A9 

BLASTX 

gl628583 

601 

1.0e-62 

130 
90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145351 

LIB3168-058-P1-K1-B1 

BLASTN 

g4582444 

64 

8.0e-28 

92 

92 

Arabidopsis thaliana chromosome II BAC T9H9 genomic 
sequence, complete sequence 

145352 

LIB3168-058-P1-K1-B10 

BLASTX 

gl!2681 

737 

2.0e-78 

140 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb__CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145353 

LIB3168-058-P1-K1-B11 

BLASTX 

g!628583 

670 

1.0e-70 

140 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



145354 



18105 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-058-P1-K1-B12 

BLASTX 

gll2739 

438 

2.0e-43 

124 

72 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_einb_CAB38845.1__ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145355 

LIB3168-058-P1-K1-B3 

BLASTX 

gll2681 

733 

5.0e-78 

138 
99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi__166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X1431Z) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145356 

LIB3168-058-P1-K1-B4 

BLASTX 

gll2741 

531 

2.0e-54 

98 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145357 

LIB3168-058-P1-K1-B5 

BLASTN 

g3036791 

366 

0.0e+00 

410 

97 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone T19K4 



Seq. No. 



145358 



18106 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-058-P1-K1-B6 

BLASTX 

gll2681 

472 

2.0e-47 

125 

77 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir SO8509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145359 

LIB3168-058-P1-K1-B9 

BLASTN 

g4159712 

309 

1.0e-173 

325 
99 

Arabidopsis thaliana genomic DNA, 
MWI23, complete sequence 



chromosome 3, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145360 

LIB3168-058-P1-K1-C1 

BLASTX 

gll69476 

639 

5.0e-67 

122 

100 

ELONGATION FACTOR 1 -ALPHA {EF-1 -ALPHA) {VITRONECTIN- LIKE 
ADHESION PROTEIN 1) (PVN1) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145361 

LIB3168-058-P1-K1-C10 

BLASTN 

g3859658 

51 

1.0e-19 

318 

89 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16L1 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145362 

LIB3168-058-P1-K1-C11 

BLASTN 

gl6231 

66 

9.0e-29 

106 

92 

Arabidopsis CRA1 gene for 12S seed storage protein 
>gi_166675_gb_M37247_ATHCRAlAA A. thaliana 12S storage 



18107 



protein CRA1 gene, exons 1-4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145363 

LIB3168-058-P1-K1-C12 

BLASTX 

gll2743 

642 

2.0e-67 

135 

89 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA808 69_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145364 

LIB3168-058-P1-K1-C2 

BLASTX 

g!899025 

346 

1.0e-32 

136 

52 

(U28215) hexokinase 2 
(AC005169) hexokinase 



[Arabidopsis thaliana] >gi_3687232 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145365 

LIB3168-058-P1-K1-C3 

BLASTN 

g2244991 

275 

1.0e-153 

396 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145366 

LIB3168-058-P1-K1-C4 

BLASTX 

g584882 

161 

1.0e-30 

71 

93 

CYCLOARTENOL SYNTHASE (2, 3-EPOXYSQUALENE — CYCLOARTENOL 
CYCLASE) >gi_452446 (U02555) cycloartenol synthase; 
(S) -2, 3-epoxysqualene mutase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



145367 

LIB3168-058-P1-K1-C5 

BLASTX 

g4262226 

231 



18108 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-19 

73 
59 

(AC006200) putative protein kinase [Arabidopsis thaliana] 
145368 

LIB3168-058-P1-K1-C6 

BLASTX 

gll09699 

731 

8.0e-78 

138 

100 

(X83381) gibberellin 20-oxidase [Arabidopsis thaliana] 
145369 

LIB3168-058-P1-K1-C7 

BLASTN 

gl628582 

177 

6.0e-95 

289 

91 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 

145370 

LIB3168-058-P1-K1-D1 

BLASTX 

gl40321 

282 

2.0e-25 

63 

84 

HYPOTHETICAL 7 . 5 KD PROTEIN (ORF 63) >gi_81507_pir S01447 

hypothetical protein 63 - spinach chloroplast 
>gi_12247_emb_CAA30744_ (X07908) ORF 63 [Spinacia oleracea] 

145371 

LIB3168-058-P1-K1-D10 

BLASTX 

gl628583 

586 

7.0e-61 

116 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



145372 

LIB3168-058-P1-K1-D11 

BLASTX 

gll2681 

342 

2.0e-32 
81 



18109 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145373 

LIB3168-058-P1-K1-D2 

BLASTN 

g2351062 

397 

0.0e+00 

397 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAH20, complete sequence [Arabidopsis thaliana] 



Seq. No. 


145374 


Seq. ID 


LIB3168-058-P1-K1-D3 


Method 


BLASTN 


NCBI GI 


g4l59704 


BLAST score 


I7l 


E value 


3.0e-9l 


Match length 


267 


% identity 


95 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosor 




MCB17, complete sequence 


Seq. No. 


145375 


Seq. ID 


LIB3168-058-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3258637 


BLAST score 


308 


E value 


3.0e-28 


Match length 


109 


% identity 


61 


NCBI Description 


(AF041050) 4-coumarate:CoA ligase [Populus 


Seq. No. 


145376 


Seq. ID 


LIB3168-058-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


gll69598 


BLAST score 


442 


E value 


6.0e-4 4 


Match length 


94 


% identity 


86 


NCBI Description 


OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC 



3, PI clone: 



(DELTA- 12 DESATURASE) >gi_438451 (L26296) 
desaturase [Arabidopsis thaliana] 



RETICULUM 
delta-12 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



145377 

LIB3168-058-P1-K1-D9 

BLASTX 

g82051 

327 

2.0e-30 



18110 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



124 
53 

lipid body-associated membrane protein - carrot 
>gi_259453_bbs_117620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota^carrots, var Juwarot, Peptide, 
180 aa] [Daucus carota] 

145378 

LIB3168-058-P1-K1-E1 

BLASTX 

g4220479 

583 

2.0e-60 

129 

90 

(AC006069) unknown protein [Arabidopsis thaliana] 
145379 

LIB3168-058-P1-K1-E12 " 

BLASTX 

g3152587 

300 

6.0e-29 

92 

74 

(AC002986) Similar to CREB-binding protein homolog 
gb_U88570 from D. melanogaster and contains similarity to 
callus-associated protein gb_U01961 from Nicotiana tabacum. 
EST gb_W43427 comes from this gene. [Arabidopsis thaliana] 

145380 

LIB3168-058-P1-K1-E2 

BLASTX 

g!12737 

545 

5.0e-56 

132 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145381 

LIB3168-058-P1-K1-E3 

BLASTX 

gll2737 

536 

6. Oe-55 

130 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 



18111 




1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145382 

LIB3168-058-P1-K1-E4 

BLASTX 

g4454032 

238 

5.0e-20 

74 

57 

(AL035394) putative protein [Arabidopsis thaliana] 



145383 

LIB3168-058-P1-K1-E6 

BLASTX 

gl!2737 ■ 

251 

6.0e-22 

48 

98 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68853_pir 



1 PRECURSOR (2S ALBUMIN STORAGE 

_ _ NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi__166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145384 

LIB3168-058-P1-K1-F10 

BLASTX 

gll9150 

267 

6.0e-24 

56 

91 

ELONGATION FACTOR 1 -ALPHA (EF-l-ALPHA) 

>gi__82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273_emb_CAA32618_ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212__ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 

145385 

LIB3168-058-P1-K1-F11 

BLASTN 

g3355463 

185 

1.0e-99 

330 
88 

Arabidopsis thaliana chromosome II BAC F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



18112 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145386 

LIB3168-058-P1-K1-F12 

BLASTX 

gl628583 

590 

3.0e-61 

126 
90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


145387 


Seq. ID 


LIB3168-058-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3935169 


BLAST score 


322 


E value 


7 . Oe-30 


Match length 


68 


% identity 


96 


NCBI Description 


(AC004557) F17L21.12 


Seq. No. 


145388 


Seq. ID 


LIB3168-058-P1-K1-F3 


Method 


BLASTN 


NCBI GI 


g3510343 


BLAST score 


235 


E value 


1.0e-129 


Match length 


317 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 




MJC20, complete sequ 


Seq. No. 


145389 


Seq. ID 


LIB3168-058-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


gll69476 


BLAST score 


627 


E value 


1.0e-65 


Match length 


120 


% identity 


100 


NCBI Description 


ELONGATION FACTOR 1- 



[Arabidopsis thaliana] 



PI clone: 



HA (EF-1 -ALPHA) ( VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVN1) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145390 

LIB3168-058-P1-K1-F5 

BLASTX 

g!12737 

554 

5.0e-57 

134 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 



18113 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity , 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145391 

LIB3168-058-P1-K1-F6 

BLASTN 

g4199934 

230 

1.0e-126 

378 
99 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

145392 

LIB3168-058-P1-K1-G11 

BLASTX 

gll2737 

359 

2.0e-34 

83 

88 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi__166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb__CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145393 

LIB3168-058-P1-K1-G12 

BLASTX 

gll2737 

455 

2.0e-45 

115 

77 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145394 

LIB3168-058-P1-K1-G2 

BLASTN 

g4159708 

287 

1.0e-160 

315 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MKP6, complete sequence 



18114 
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cruciferin precursor (CRB) - Arabidopsis thaliana - 




>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 








storage protein [Arabidopsis thaliana] 
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LIB ol do -Uoo-Pl-Kl-Gy 


Metnod 


DT 7lp mv 

BLAS TX 


JNbiil bl 


~1 1 OCQ1 


"RT , A ^ T o pnro 




J-» V CXJ- LiC 


O.Uc ox 


Mat" r* hi 1 <=i-n rT+" V> 

Lid 1— — Jl 1 J_ Oily l_ll 




% i d^nt" 1 1 v 


7ft 


TJOTD T Hflonrinf i An 
LMV-iDJ. bOiVJLpClOn 


IZb bitjitiU blUKAbb rKUltjlIN rKilibUKbUK >gi o1dU41 pir oUoOUy 




cruciferin precursor (CRA1) - Arabidopsis thaliana 




>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 




tnaiianaj >gi_^oUoyjb eiriD uAAo^4yo {Ki^JiZ} ±<db seed 




storage protein [Arabidopsis thaliana] 


beq. jno. 


i4o jyy 


beg. ijj 


Llbolbo-UDo-Jrl-Kl— Hi 


Method 


BLASTX 


NCBI GI 




BLAST score 


430 


E value 


2.0e-42 


Match length 


117 



18115 



% identity 

NCBI Description 



78 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_ernb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 


145400 


Seq. ID 


LIB3168-058-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3785980 


BLAST score 


331 


E value 


7.0e-31 


Match length 


59 


% identity 


100 


NCBI Description 


(AC005560) hypothetical protein [Arabidopsis 


Seq. No. 


145401 


Seq. ID 


LIB3168-058-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g!628583 


BLAST score 


524 


E value 


1.0e-53 


Match length 


102 


% identity 


99 


NCBI Description 


(U66916) 12S cruciferin seed storage protein 




thaliana] >gi 2842495 emb CAA16892 (AL02174! 




cruciferin seed storage protein [Arabidopsis 


Seq. No* 


145402 


Seq. ID 


LIB3168-058-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


252 


E value 


9. 0e-22 


Match length 


49 


% identity 


98 


NCBI Description 


(U66916) 12S cruciferin seed storage protein 




thaliana] >gi_2842495_emb_CAA16892_ (AL02174! 




cruciferin seed storage protein [Arabidopsis 


Seq. No. 


145403 


Seq. ID 


LIB3168-058-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


gll68258 


BLAST score 


610 


E value 


1.0e-63 


Match length 


135 


% identity 


90 



12S 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



ASPARTATE AMINOTRANSFERASE, CHLOROPLAST PRECURSOR 
(TRANSAMINASE A) >gi_693692 (U15034) aspartate 
aminotransferase [Arabidopsis thaliana] 

145404 

LIB3168-058-P1-K1-H5 

BLASTX 

gl709970 

185 



18116 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



6.0e-14 

50 

78 

60S RIBOSOMAL PROTEIN L10A 
145405 

LIB3168-058-P1-K1-H9 

BLASTN 

g!66609 

113 

8.0e-57 

290 

84 

A. thaliana at2Sl gene encoding albumin 2S subunit 1, 
complete cds 



145406 

LIB3168-059-P1-K1-A10 

BLASTX 

g480450 

450 

8.0e-45 

102 

89 

ketol-acid reductoisomerase (EC 1.1.1.86) 
thaliana >gi__402552_emb_CAA4 9506_ (X69880) 
reductoisomerase [Arabidopsis thaliana] 



■ Arabidopsis 
ketol-acid 



145407 

LIB3168-059-P1-K1-A11 

BLASTX 

gl!2682 

595 

7.0e-62 

138 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir_S08510 
cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145408 

LIB3168-059-P1-K1-A12 

BLASTN 

g3885325 

280 

1.0e-156 

374 

98 

Arabidopsis thaliana chromosome II BAC T20P8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

145409 

LIB3168-059-P1-K1-A2 

BLASTX 

gll2681 



18117 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



51 

1.0e-14 

89 
60 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145410 

LIB3168-059-P1-K1-A3 

BLASTX 

gll2682 

597 

3.0e-62 

114 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145411 

LIB3168-059-P1-K1-A4 

BLASTX 

g3915961 

677 

2.0e-71 

143 

91 

HYPOTHETICAL 267 KD PROTEIN {ORF 2280) 

>gi_2924274_emb_CAA77427_ (Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi_2924285__emb__CAA77438_ (Z00044) hypothetical 
protein [Nicotiana tabacum] 

145412 

LIB3168-059-P1-K1-A5 

BLASTX 

gl628583 

616 

3.0e-64 

120 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145413 

LIB3168-059-P1-K1-A6 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 



18118 



NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145414 

LIB3168-059-P1-K1-A7 

BLASTX 

gll2681 

648 

4.0e-68 

128 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


145415 


Seq. ID 


LIB3168-059-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3451074 


BLAST score 


372 


E value 


1.0e-35 


Match length 


136 


% identity 


58 


NCBI Description 


(AL031326) putative prot 


Seq. No. 


145416 


Seq. ID 


LIB3168-059-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gll2743 


BLAST score 


686 


E value 


2.0e-72 


Match length 


128 


% identity 


98 


NCBI Description 


2S SEED STORAGE PROTEIN 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68856_pir_NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb__CAA808 69_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

145417 

LIB3168-059-P1-K1-B11 

BLASTX 

g2633047 

182 

2,0e-13 

126 

30 

(299107) similar to metabolite transporter [Bacillus 
subtilis] >gi_2633058_emb_CAB12563_ (Z99108) similar to 
metabolite transporter [Bacillus subtilis] 



Seq. No. 



145418 



18119 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



LIB3168-059-P1-K1-B12 

BLASTX 

gll2739 

446 

2.0e-44 

126 

72 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145419 

LIB3168-059-P1-K1-B2 

BLASTX 

g3402711 

412 

2.0e-40 

121 

44 

(AC004261) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145420 

LIB3168-059-P1-K1-B3 

BLASTX 

gll73345 

80 

6.0e-29 

116 

60 

SED0HEPTULOSE-l,7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED ( 1 , 7 ) P2ASE ) 

>gi_1076403jpir S51838 sedoheptulose-1, 7-biphosphatase ■ 

Arabidopsis thaliana >gi_786466_bbs_159034 (S74719) 
sedoheptulose-1, 7-bisphosphatase, SBPase {EC 3.1.3.37} 
[Arabidopsis thaliana, C24, Peptide Chloroplast, 393 aa] 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145421 

LIB3168-059-P1-K1-B4 

BLASTN 

g2864607 

250 

1.0e-138 

428 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



145422 

LIB3168-059-P1-K1-B5 

BLASTX 

g3451075 



18120 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



77 

6.0e-23 

102 

55 

(AL031326) putative protein [Arabidopsis thaliana] 
145423 

LIB3168-059-P1-K1-B7 

BLASTN 

g3449320 

259 

1.0e-144 

354 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRB17, complete sequence [Arabidopsis thaliana] 



145424 

LIB3168-059-P1-K1-B8 

BLASTN 

g4159703 

124 

2.0e-63 

296 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K5F14, complete sequence 

145425 

LIB3168-059-P1-K1-B9 

BLASTX 

gl490554 

304 

1.0e-27 

63 

98 

(U63633) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

145426 

LIB3168-059-P1-K1-C1 

BLASTN 

g3540210 

218 

1.0e-119 

309 

93 

Arabidopsis thaliana chromosome I BAC F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

145427 

LIB3168-059-P1-K1-C11 

BLASTX 

gll2739 

461 

4.0e-46 
129 



18121 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

2S SEED STORAGE PROTEIN 2 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi_68854jpir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_l 66615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_eirib_CAA80871__ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1__ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

145428 

LIB3168-059-P1-K1-C12 

BLASTX 

g2828267 

595 

7.0e-62 

141 
86 

(Y14044) geranylgeranyl reductase [Arabidopsis thaliana] 
145429 

LIB3168-059-P1-K1-C2 

BLASTX 

g2851581 

249 

3.0e-21 

48 
100 

DNA- DIRECT ED RNA POLYMERASE BETA CHAIN 
>gi_2196464_emb_CAA74024_ (Y13690) DNA-dependent RNA 
polymerase subunit beta [Arabidopsis thaliana] 

145430 

LIB3168-059-P1-K1-C3 

BLASTX 

g464621 

499 

1.0e-50 

120 

80 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

145431 

LIB3168-059-P1-K1-C4 

BLASTX 

gll2739 

225 

1.0e-18 

61 

75 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 



18122 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



>gi_44 90711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

145432 

LIB3168-059-P1-K1-C7 

BLASTX 

gll2681 

542 

1.0e-55 

141 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604 jpir S08509 
cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145433 

LIB3168-059-P1-K1-C8 

BLASTN 

g2827538 

423 

0.0e+00 

423 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T12H17 
(ESSAII project) 

145434 

LIB3168-059-P1-K1-C9 

BLASTX 

gll2737 

571 

5.0e-59 

137 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb__CAA80870 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] ~ 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145435 

LIB3168-059-P1-K1-D1 

BLASTN 

g3080352 

259 

1.0e-144 

347 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone T5K18 
(ESSAII project) 

145436 

LIB3168-059-P1-K1-D10 



18123 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g99688 
724 

5.0e-77 

138 
100 

translation elongation factor eEF-1 alpha chain (gene A4) 
Arabidopsis thaliana >gi_2957 8 9_emb_CAA34456_ (X16432) 
elongation factor 1 -alpha [Arabidopsis thaliana] 

145437 

LIB3168-059-P1-K1-D11 

BLASTX 

gll2682 

595 

8.0e-62 

138 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145438 

LIB3168-059-P1-K1-D12 

BLASTX 

gl628583 

611 

1.0e-63 

120 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145439 

LIB3168-059-P1-K1-D2 

BLASTN 

g4689466 

307 

1.0e-172 

429 

100 

Arabidopsis thaliana chromosome II BAC T23015 genomic 
sequence, complete sequence 

145440 

LIB3168-059-P1-K1-D3 

BLASTN 

g3510347 

328 

0.0e+00 

404 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSJ11, complete sequence [Arabidopsis thaliana] 



18124 



# 



Seq. No. 145441 

Seq. ID LIB3168-059-P1-K1-D4 

Method BLASTX 

NCBI GI g4204298 

BLAST score 528 

E value 5.0e-54 

Match length 100 

% identity 100 

NCBI Description (AC003027) lclj?rt_seq No definition line found 
[Arabidopsis thaliana] 

Seq, No. 145442 

Seq. ID LIB3168-059-P1-K1-D5 

Method BLASTX 

NCBI GI gll2741 

BLAST score 720 

E value 2.0e-76 

Match length 135 

% identity 99 

NCBI Description 2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] ~ 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

Seq. No. 145443 

Seq. ID LIB3168-059-P1-K1-D6 

Method BLASTX 

NCBI GI g2924279 

BLAST score 260 

E value 7.0e-23 

Match length 81 

% identity 68 

NCBI Description (Z00044) NADH dehydrogenase ND4 subunit [Nicotiana tabacum] 
145444 

LIB3168-059-P1-K1-D8 
BLASTX 
gl31336 
339 

8.0e-32 
73 
93 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_72715_pir F2NT0P 

photosystem II phosphoprotein psbH - common tobacco 
chloroplast >gi_11857_emb_CAA77374_ (Z00044) PSII lOkD 
phosphoprotein [Nicotiana tabacum] 
>gi_225225_prf_1211235BG photosystem II lOkD 
phosphoprotein [Nicotiana tabacum] 

145445 

LIB3168-059-P1-K1-D9 
BLASTN 
g2924257 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No 
Seq. ID 
Method 
NCBI GI 



18125 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



39 

1.0e-12 

131 
82 

Tobacco chloroplast genome DNA 
145446 

LIB3168-059-P1-K1-E1 

BLASTX 

gll2682 

585 

1.0e-60 

140 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_l 66678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145447 

LIB3168-059-P1-K1-E10 

BLASTX 

gl402904 

644 

1.0e-67 

123 

100 

(X98313) peroxidase [Arabidopsis thaliana] 
145448 

LIB3168-059-P1-K1-E11 

BLASTX 

gl628583 

382 

7.0e-37 

76 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145449 

LIB3168-059-P1-K1-E12 

BLASTX 

gl628583 

485 

5.0e-49 

97 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145450 

LIB3168-059-P1-K1-E2 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



gll2737 
299 

4.0e-27 

129 

52 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145451 

LIB3168-059-P1-K1-E3 

BLASTX 

g3023848 

622 

5.0e-65 

126 

60 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN- DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 

145452 

LIB3168-059-P1-K1-E5 

BLASTX 

gl628583 

69 

9.0e-35 

83 

90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145453 

LIB3168-059-P1-K1-E6 

BLASTX 

gll2739 

480 

2.0e-48 

132 

73 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854__pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

145454 

LIB3168-059-P1-K1-E8 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



gl628583 
625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145455 

LIB3168-059-P1-K1-E9 

BLASTX 

g!628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145456 

LIB3168-059-P1-K1-F1 

BLASTN 

g4406805 

387 

0.0e+00 

418 

98 

Arabidopsis thaliana chromosome II BAC T27K22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

145457 

LIB3168-059-P1-K1-F11 

BLASTN 

g3128142 

48 

7.0e-18 

105 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQN23, complete sequence [Arabidopsis thaliana] 



145458 

LIB3168-059-P1-K1-F12 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145459 

LIB3168-059-P1-K1-F3 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No-. 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 

gl628583 

456 

8.0e-46 

96 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145460 

LIB3168-059-P1-K1-F4 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145461 

LIB3168-059-P1-K1-F6 

BLASTX 

g529353 

373 

7.0e-36 

110 

57 

(U12757) diphenol oxidase [Acer pseudoplatanus] 
145462 

LIB3168-059-P1-K1-F7 

BLASTX 

g4512615 

439 

8.0e-44 

98 

88 

(AC004793) Strong similarity to gb_X59970 3-isopropylmalate 
dehydrogenase (IMDH) from Brassica napus. EST gb_F14478 
comes from this gene. [Arabidopsis thaliana] 

145463 

LIB3168-059-P1-K1-F8 

BLASTX 

g4768831 

160 

8.0e-ll 

90 
34 

(AF116827) unknown [Homo sapiens] 
145464 

LIB3168-059-P1-K1-F9 
BLASTX 
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# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4510397 
740 

8.0e-79 

141 

100 

(AC006587) 



putative preproMP27-MP32 [Arabidopsis thaliana] 



145465 

LIB3168-059-P1-K1-G1 

BLASTX 

g3913418 

714 

9.0e-76 

142 

97 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1531763_emb_CAA69073_ (Y077 65) 
S-adenosyltfethionine decarboxylase [Arabidopsis thaliana] 

145466 

LIB3168-059-P1-K1-G10 

BLASTX 

gl628583 

541 

2.0e-55 

117 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145467 

LIB3168-059-P1-K1-G3 

BLASTX 

gl628583 

374 

5.0e-36 

76 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145468 

LIB3168-059-P1-K1-G4 

BLASTX 

gll2682 

614 

5.0e-64 

142 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_erab_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145469 

LIB3168-059-P1-K1-G5 

BLASTX 

gll2743 

653 

1.0e-68 

137 

89 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68856_pir_NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_l 66617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA808 69_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] ~~ 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

145470 

LIB3168-059-P1-K1-G6 

BLASTX 

g3510249 

680 

8.0e-72 

134 

99 

(AC005310) unknown protein [Arabidopsis thaliana] 
145471 

LIB3168-059-P1-K1-G7 

BLASTX 

g4567249 

551 

1.0e-56 

119 

87 

(AC007070) hypothetical protein [Arabidopsis thaliana] 
145472 

LIB3168-059-P1-K1-G9 

BLASTX 

g2464905 

480 

2.0e-48 

131 

74 

(Z99708) minor allergen [Arabidopsis thaliana] 
145473 

LIB3168-059-P1-K1-H1 

BLASTX 

gl628583 

627 

1.0e-65 

124 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 
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# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



145474 

LIB3168-059-P1-K1-H10 

BLASTX 

gl628583 

529 

3.0e-54 

112 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145475 

LIB3168-059-P1-K1-H11 

BLASTX 

gll2737 

538 

3.0e-55 

116 

88 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145476 

LIB3168-059-P1-K1-H12 

BLASTX 

gl628583 

613 

6.0e-64 

120 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145477 

LIB3168-059-P1-K1-H2 

BLASTX 

g2129657 

52 

1.0e-29 

100 

80 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877__ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

145478 

LIB3168-059-P1-K1-H4 
BLASTX 
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gl628583 
162 

5.0e-ll 
79 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

Seq. No. 145479 

Seq. ID LIB3168-059-P1-K1-H7 

Method BLASTX 

NCBI GI g4204299 

BLAST score 514 

E value 2.0e-52 

Match length 102 

% identity 99 

NCBI Description (AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

Seq. No. 145480 

Seq. ID LIB3168-059-P1-K1-H9 

Method BLASTN 

NCBI GI g2264304 

BLAST score 77 

E value 4.0e-35 

Match length 4 64 

% identity 73 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBG8, complete sequence [Arabidopsis thaliana] 

Seq. No. 145481 

Seq. ID LIB3168-060-P1-K1-A1 

Method BLASTX 

NCBI GI gll2681 

BLAST score 763 

E value 2.0e-81 

Match length 143 

% identity 99 

NCBI Description 12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir_S08509 
cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145482 

LIB3168-060-P1-K1-A12 
BLASTX 
g2497702 
187 

5.0e-14 
113 
42 

OUTER MEMBRANE LIPOPROTEIN BLC PRECURSOR 

>gi_2121019_pir 140710 outer membrane lipoprotein - 

Citrobacter freundii >gi_717136 (U21727) lipocalin 
precursor [Citrobacter freundii] 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



18133 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145483 

LIB3168-060-P1-K1-A2 

BLASTX 

gl628583 

425 

7.0e-42 

115 

75 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145484 

LIB3168-060-P1-K1-A3 

BLASTX 

gll2741 

721 

1.0e-76 

134 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi__166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] ~ 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

145485 

LIB3168-060-P1-K1-A4 

BLASTX 

gl628583 

204 

2.0e-16 

69 
62 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145486 

LIB3168-060-P1-K1-A5 

BLASTN 

g3928861 

386 

0.0e+00 

433 

97 

Arabidopsis thaliana disease resistance protein RPP8 (RPP8) 
gene, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



145487 

LIB3168-060-P1-K1-A6 

BLASTX 

gl628583 

676 



18134 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



2.0e-71 

132 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145488 

LIB3168-060-P1-K1-A9 

BLASTX 

gll2737 

592 

2.0e-61 

141 

82 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 

1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844 .1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145489 

LIB3168-060-P1-K1-B1 

BLASTX 

gll2739 

474 

1.0e-47 

131 

73 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi__68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 

2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

145490 

LIB3168-060-P1-K1-B10 

BLASTX 

g3024526 

621 

7.0e-65 

121 

100 

RAS-RELATED PROTEIN RAB11 >gi_2118 4 59_pir S59942 small 

GTP-binding protein Rabll - Arabidopsis thaliana >gi_4518 60 
(L18883) small GTP-binding protein [Arabidopsis thaliana] 

145491 

LIB3168-060-P1-K1-B11 

BLASTN 

g4063756 

245 

1.0e-135 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



• 

274 
97 

Arabidopsis thaliana chromosome II BAG T9F8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

145492 

LIB3168-060-P1-K1-B12 

BLASTX 

g3702328 

514 

2.0e-52 

93 

100 

(AC005397) putative cytochrome b5 [Arabidopsis thaliana] 
145493 

LIB3168-060-P1-K1-B2 

BLASTX 

gl628583 

187 

2.0e-14 

60 

67 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145494 

LIB3168-060-P1-K1-B3 

BLASTX 

gl628583 

445 

3.0e-44 

129 

70 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145495 

LIB3168-060-P1-K1-B4 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145496 

LIB3168-060-P1-K1-B5 

BLASTX 

gl628583 

661 

1.0e-69 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



128 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145497 

LIB3168-060-P1-K1-B6 

BLASTX 

gll2737 

550 

1.0e-56 

133 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145498 

LIB3168-060-P1-K1-B8 

BLASTX 

gll2682 

584 

1.0e-60 

137 
81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145499 

LIB3168-060-P1-K1-B9 

BLASTX 

gl628583 

567 

1.0e-58 

141 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145500 

LIB3168-060-P1-K1-C1 

BLASTX 

gll2739 

357 

5.0e-34 

109 

68 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 



18137 




PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845,l_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



145501 

LIB3168-060-P1-K1-C10 

BLASTX 

gll2741 

721 

1.0e-76 

134 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



145502 

LIB3168-060-P1-K1-C11 

BLASTN 

g343498 

237 

1.0e-130 

311 

96 

Tobacco chloroplast Arg-tRNA and Asn-tRNA 4, 
genes 



5S and 5S rRNA 



145503 

LIB3168-060-P1-K1-C4 

BLASTX 

gll2741 

275 

2.0e-24 

123 

52 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

145504 

LIB3168-060-P1-K1-C5 

BLASTX 

g4263771 

300 

3.0e-27 
76 



18138 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 

(AC006218) putative nonspecific lipid-transf er protein 
precursor [Arabidopsis thaliana] 

>gi_4726121_gb_AAD28321.1_AC006436_12 (AC006436) putative 
nonspecific lipid-transfer protein precursor [Arabidopsis 
thaliana] 

145505 

LIB3168-060-P1-K1-C6 

BLASTN 

g4097693 

72 

1.0e-32 
152 



Arabidopsis thaliana prohibitin 1 
cds 



(Atphbl) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



145506 

LIB3168-060-P1-K1-C7 

BLASTX 

gll07501 

400 

5.0e-39 

99 

85 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

145507 

LIB3168-060-P1-K1-C8 

BLASTX 

g!628583 

655 

6.0e-69 

128 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145508 

LIB3168-060-P1-K1-C9 

BLASTX 

g4490736 

695 

1.0e-73 

140 

64 

(AL035708) putative protein [Arabidopsis thaliana] 
145509 

LIB3168-060-P1-K1-D1 

BLASTX 

gll2739 



18139 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 



416 

7.0e-41 

119 

71 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 

2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] ~ 
>gi_44 90711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

145510 

LIB3168-060-P1-K1-D10 

BLASTX 

gll2741 

716 

5.0e-76 

133 
100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 

3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] "~ 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

145511 

LIB3168-060-P1-K1-D12 

BLASTX 

gl628583 

429 

2.0e-42 

116 

75 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145512 

LIB3168-060-P1-K1-D2 

BLASTX 

g2129657 

623 

4.0e-65 

126 
99 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb__CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

145513 

LIB3168-060-P1-K1-D3 

BLASTN 

g2244829 



18140 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

;.%. identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



306 

1.0e-172 

366 

96 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

145514 

LIB3168-060-P1-K1-D4 

BLASTN 

g3150396 

371 

0.0e+00 

379 

99 

Arabidopsis thaliana chromosome II BAC T27E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

145515 

LIB3168-060-P1-K1-D5 

BLASTX 

gl628583 

532 

2.0e-54 

134 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145516 

LIB3168-060-P1-K1-D7 

BLASTX 

gl628583 

464 

1.0e-46 

120 
63 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145517 

LIB3168-060-P1-K1-D8 

BLASTN 

g2564048 

402 

0.0e+00 

422 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKD15, complete sequence [Arabidopsis thaliana] 

145518 

LIB3168-060-P1-K1-D9 

BLASTX 

gll2681 



18141 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



475 

8.0e-48 

130 
77 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145519 

LIB3168-060-P1-K1-E1 

BLASTX 

gl!2739 

338 

7.0e-32 

105 

67 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE , 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

145520 

LIB3168-060-P1-K1-E11 

BLASTX 

g!12737 

580 

4.0e-60 

139 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi__166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145521 

LIB3168-060-P1-K1-E2 

BLASTX 

gl706749 

527 

7.0e-54 

110 

97 

3-OXOACYL-[ACYL-CARRIER-PROTEIN] SYNTHASE I PRECURSOR 
(BETA-KETOACYL-ACP SYNTHASE I) (KAS I) >gi_780814 (U24177) 
3-ketoacyl-acyl carrier protein synthase I [Arabidopsis 
thaliana] 

145522 

LIB3168-060-P1-K1-E3 



18142 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3128142 

159 

2.0e-84 

225 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQN23, complete sequence [Arabidopsis thaliana] 



PI clone: 



145523 

LIB3168-060-P1-K1-E4 

BLASTN 

g4512656 

165 

1.0e-87 

373 
89 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

145524 

LIB3168-060-P1-K1-E5 

BLASTX 

gll2682 

551 

1.0e-56 

130 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145525 

LIB3168-060-P1-K1-E6 

BLASTX 

gl628583 

524 

1.0e-53 

108 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145526 

LIB3168-060-P1-K1-E7 

BLASTX 

gl33438 

630 

6.0e-66 

133 

86 

DNA-DIRECTED RNA POLYMERASE BETA' CHAIN 

>gi_81504_pir B29959 DNA-directed RNA polymerase (EC 

2.7.7.6) beta 1 chain - spinach chloroplast >gi__295120 



18143 



(M55297) RNA polymerase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145527 

LIB3168-060-P1-K1-E8 

BLASTN 

g3212102 

365 

0.0e+00 

368 

100 

Arabidopsis Thaliana BAC F6A4, Chromosome IV, near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145528 

LIB3168-060-P1-K1-E9 

BLASTX 

gll2743 

635 

2.0e-66 

135 

88 

2S SEED STORAGE PROTEIN 4 PRECURSOR <2S ALBUMIN STORAGE 
PROTEIN) >gi_68856_pir_NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA808 69_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 



Seq. No. 


145529 


Seq. ID 


LIB3168-060-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4581520 


BLAST score 


260 


E value 


1.0e-22 


Match length 


122 


% identity 


46 


NCBI Description 


(AL049559) hypothetical protein [Schizosaccharomyces pombe 


Seq. No. 


145530 


Seq. ID 


LIB3168-060-P1-K1-F11 


Method 


BLASTN 


NCBI GI 


g2264321 


BLAST score 


68 


E value 


3.0e-30 


Match length 


132 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MXM12, complete sequence [Arabidopsis thaliana] 


Seq. No. 


145531 


Seq. ID 


LIB3168-060-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g!628583 


BLAST score 


318 


E value 


2.0e-29 


Match length 


76 



18144 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145532 

LIB3168-060-P1-K1-F2 

BLASTX 

gll2741 

718 

3.0e-76 

135 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) 1 NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

145533 

LIB3168-060-P1-K1-F3 

BLASTX 

gll2739 

467 

8.0e-47 

131 

73 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_l 66615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

145534 

LIB3168-060-P1-K1-F4 

BLASTN 

g3056579 

419 

0.0e+00 

419 

46 

Arabidopsis thaliana BAC T1F9 chromosome l f complete 
sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145535 

LIB3168-060-P1-K1-F5 

BLASTX 

gl345973 

498 

2.0e-50 

108 

83 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 



18145 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004 680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

145536 

LIB3168-060-P1-K1-F6 

BLASTX 

gl628583 

606 

4.0e-63 

120 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145537 

LIB3168-060-P1-K1-F7 

BLASTX 

g99751 

260 

3.0e-29 

74 

80 

phosphoprotein phosphatase (EC 3.1.3.16) 1A catalytic chain 
- Arabidopsis thaliana >gi_16433_emb_CAA78153__ (Z12163) 
protein phosphatase 1A [Arabidopsis thaliana] 

145538 

LIB3168-060-P1-K1-F8 

BLASTX 

g3386613 

538 

4.0e-55 

141 

78 

(AC004665) 
thaliana] 



putative ATP-dependent RNA helicase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



145539 

LIB3168-060-P1-K1-F9 

BLASTX 

g3445201 

723 

7.0e-77 

138 

99 

(AC004786) unknown protein [Arabidopsis thaliana] 
145540 

LIB3168-060-P1-K1-G10 
BLASTX 



18146 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g2129659 
446 

2.0e-44 

113 

82 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] 

145541 

LIB3168-060-P1-K1-G11 

BLASTX 

gl!2739 

416 

7.0e-41 

119 
71 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

145542 

LIB3168-060-P1-K1-G12 

BLASTX 

gl628583 

630 

5.0e-66 

121 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145543 

LIB3168-060-P1-K1-G2 

BLASTX 

gll2682 

591 

2.0e-61 

137 
82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M3724 8) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145544 

LIB3168-060-P1-K1-G3 

BLASTX 

gll2681 

545 

2.0e-57 
138 



18147 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145545 

LIB3168-060-P1-K1-G4 

BLAST N 

g3292807 

421 

0.0e+00 

429 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F7H19 



145546 

LIB3168-060-P1-K1-G5 

BLASTX 

gl628583 

595 

6.0e-62 

116 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145547 

LIB3168-060-P1-K1-G6 

BLASTX 

gll2681 

538 

4.0e-55 

139 

78 

12 S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir SO 85 09 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi__166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145548 

LIB3168-060-P1-K1-G8 

BLASTX 

gl628583 

611 

8.0e-64 

119 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



145549 



18148 



Seq. ID 


LIB3168-060-P1-K1 


Method 


BLASTX 


NCBI GI 


g4204265 


BLAST score 


441 


E value 


8 . Oe-44 


Match length 


139 


% identity 


65 


NCBI Description 


(AC0U5223) 45643 


Seq. No. 


145550 


Seq. ID 


LIB3168-060-P1-K1 


Method 


tit 7i cmv 

BLASTX 




«1 1 If 01 

gllzool 


BLAST score 


656 


E value 


5.0e-69 


Match length 


137 


% identity 


92 


NCBI Description 


12S SEED STORAGE 



-G9 



[Arabidopsis thaliana] 



-H10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145551 

LIB3168-060-P1-K1-H2 

BLASTX 

gll2682 

608 

2.0e-63 

121 

94 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145552 

LIB3168-060-P1-K1-H4 

BLASTX 

gl628583 

404 

2.0e-39 

112 

72 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145553 

LIB3168-060-P1-K1-H5 

BLASTX 

gl628583 

642 

2.0e-67 

126 

98 



18149 



NCBI Description 



# 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145554 

LIB3168-060-P1-K1-H7 

BLASTX 

gl352347 

91 

9.0e-33 

116 

74 

ELONGATION FACTOR 1-BETA Al (EF-1-BETA) 

>gi_480620_pir S37103 translation elongation factor eEF-1 

beta-Al chain - Arabidopsis thaliana (cv. Colombia) 
>gi_398608_emb_CAA52751_ (X74733) elongation factor-1 beta 
Al [Arabidopsis thaliana] 

145555 

LIB3168-060-P1-K1-H8 

BLASTX 

gll2739 

383 

5.0e-37 

115 

68 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi__166615 (M22033) albumin 2S subunit 

2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711__emb__CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

145556 

LIB3168-061-P1-K1-A1 

BLASTN 

g4191771 

51 

4.0e-20 

91 

88 

Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

145557 

LIB3168-061-P1-K1-A10 

BLASTX 

gll2741 

433 

5.0e-43 

104 

81 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 

3 precursor [Arabidopsis thaliana] >gi_395201_eirtb_CAA80868_ 



18150 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



(224744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

145558 

LIB3168-061-P1-K1-A11 

BLASTX 

gl854445 

406 

9.0e-40 

103 

76 

(D83971) CPRD14 protein [Vigna unguiculata] 
145559 

LIB3168-061-P1-K1-A2 

BLASTX 

gll2682 

436 

1.0e-43 

87 
94 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145560 

LIB3168-061-P1-K1-A3 

BLASTX 

gl628583 

350 

4.0e-33 

115 

65 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145561 

LIB3168-061-P1-K1-A6 

BLASTX 

g4204299 

72 

1.3e+00 

120 

72 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

145562 

LIB3168-061-P1-K1-A7 

BLASTN 

gl66609 

99 

1.0e-48 



18151 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



177 
88 

A.thaliana at2Sl gene encoding albumin 2S subunit 1, 
complete cds 



145563 

LIB3168-061-P1-K1-A9 

BLASTX 

g4538979 

454 

2.0e-45 

89 

96 

(AL04 9487) putative protein 



[Arabidopsis thaliana] 



145564 

LIB3168-061-P1-K1-B11 

BLASTX 

g2129918 

308 

3.0e-28 

70 

81 

BPF-1 protein - parsley >gi_396197_emb__CAA48413_ (X68337) 
BPF-1 [Petroselinum crispum] >gi_4 4 1 3 1 0_emb_CAA4 4 5 1 8_ 
(X62653) BPF-1 [Petroselinum crispum] 

145565 

LIB3168-061-P1-K1-B12 

BLASTX 

gl628583 

191 

1.0e-14 

86 

50 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145566 

LIB3168-061-P1-K1-B2 

BLASTX 

g4056502 

602 

9.0e-63 

122 
96 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 
145567 

LIB3168-061-P1-K1-B4 

BLASTN 

g4097693 

49 

4.0e-19 

103 
84 



1&152 



9 



NCBI Description Arabidopsis thaliana prohibitin 1 (Atphbl) gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



145568 

LIB3168-061-P1-K1-B8 

BLASTX 

gl628583 

552 

8.0e-57 

135 

84 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145569 

LIB3168-061-P1-K1-B9 

BLASTX 

gll07501 

312 

7.0e-29 

71 

89 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb__H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

145570 

LIB3168-061-P1-K1-C1 

BLASTX 

gll2682 

260 

8.0e-23 

55 

93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



145571 

LIB3168-061-P1-K1-C10 

BLASTN 

g3046852 

64 

7.0e-28 

157 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQJ16, complete sequence [Arabidopsis thaliana] 

145572 

LIB3168-061-P1-K1-C11 

BLASTX 

gl628583 



PI clone: 



18153 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 



473 

2.0e-47 

99 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145573 

LIB3168-061-P1-K1-C2 

BLASTN 

gl6231 



BLAST score 


74 


E value 


6 . Oe-34 


Match length 


94 


% identity 


95 


NCBI Description 


Arabidopsis CRA1 gene for 12S seed storage protein 




>gi__166675_gb_M37247_ATHCRAlAA A. thaliana 12S storage 




protein CRA1 gene, exons 1-4 


Seq. No. 


145574 


beq. ID 


LIB3168-061-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2078350 


BLAST score 


161 


E value 


2.0e-ll 


Match length 


70 


% identity 


54 


NCBI Description 


(U95923) transaldolase [Solanum tuberosum] 


Seq. No. 


145575 


beq. 1JJ 


LIBilo8-0ol-Pl-Kl-C4 


Method 


BLASTN 


NCBI GI 


g336274 


BLAST score 


91 


E value 


8.0e-44 


Match length 


204 


% identity 


86 


NCBI Description 


Alnus incana chloroplast 23S rRNA, 4.5S rRNA, 5S rRNA 




tRNA-Arg, and tRNA-Asn genes 


Seq. No. 


145576 


Seq. ID 


LIB3168-061-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


148 


E value 


5.0e-10 


Match length 


33 


% identity 


85 



NCBI Description 



Seq. No. 
Seq. ID 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145577 

LIB3168-061-P1-K1-C8 



18154 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTX 

gll2739 

421 

2.0e-41 

115 

75 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

145578 

LIB3168-061-P1-K1-C9 

BLASTN 

g3449313 

70 

1.0e-31 

94 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21P3, complete sequence [Arabidopsis thaliana] 

145579 

LIB3168-061-P1-K1-D1 

BLASTX 

gl!2682 

53 

1.0e-14 

57 
84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145580 

LIB3168-061-P1-K1-D11 

BLASTX 

gll2737 

304 

2.0e-28 

69 

83 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb__CAB38844. 1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145581 

LIB3168-061-P1-K1-D2 



18155 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 

g4415923 

273 

1.0e-24 

76 

72 

(AC006282) 
thai i ana] 



putative glucosyl transferase [Arabidopsis 



145582 

LIB3168-061-P1-K1-D4 

BLASTN 

g4490701 

103 

7.0e-51 

187 

87 

Arabidopsis thaliana DNA chromosome 4, BAC clone T24A18 
(ESSA project) 

145583 

LIB3168-061-P1-K1-D6 

BLASTX 

gl628583 

186 

2.0e-14 

37 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145584 

LIB3168-061-P1-K1-D9 

BLASTN 

gl66609 

108 

8,0e-54 

206 

86 

A. thaliana at2Sl gene encoding albumin 2S subunit 1, 
complete cds 

145585 

LIB3168-061-P1-K1-E1 

BLASTX 

g4204299 

456 

9.0e-46 

104 

89 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

145586 

LIB3168-061-P1-K1-E12 
BLASTN 



18156 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



gl6231 
40 

3.0e-13 

77 

86 

Arabidopsis CRA1 gene for 12S seed storage protein 
>gi_166675_gb_M37247_ATHCRAlAA A.thaliana 12S storage 
protein CRA1 gene, exons 1-4 

145587 

LIB3168-061-P1-K1-F1 

BLASTN 

g4589445 

248 

1.0e-137 

298 
96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MWL2, complete sequence 

145588 

LIB3168-061-P1-K1-F10 

BLASTN 

g!6236 

73 

2.0e-33 

91 

95 

Arabidopsis CRB gene for 12S seed storage protein 
>gi_166677_gb_M37248_ATHCRBAA A.thaliana 12S storage 
protein CRA1 gene, exons 1-4 

145589 

LIB3168-061-P1-K1-F11 

BLASTX 

g2129641 

658 

3.0e-69 

123 

97 

major latex protein type 1 - Arabidopsis thaliana 
>gi_1107493_emb_CAA63026_ (X91960) major latex protein 
typel [Arabidopsis thaliana] 

145590 

LIB3168-061-P1-K1-F2 

BLASTN 

gl66609 

106 

7.0e-53 

186 

87 

A.thaliana at2Sl gene encoding albumin 2S subunit 1, 
complete cds 

145591 

LIB3168-061-P1-K1-F6 



18157 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTN 

g2264311 

42 

5.0e-15 

93 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLN1, complete sequence [Arabidopsis thaliana] 



PI clone: 



145592 

LIB3168-061-P1-K1-F8 

BLASTX 

gl628583 

559 

1.0e-57 

121 

87 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145593 

LIB3168-061-P1-K1-F9 

BLASTX 

gl37465 

455 

1.0e-45 

97 

95 

VACUOLAR ATP SYNTHASE SUBUNIT B (V-ATPASE B SUBUNIT) 

(V-ATPASE 57 KD SUBUNIT) >gi_81637_pir A3 18 8 6 

H+-transporting ATPase (EC 3.6.1.35) 57K chain - 
Arabidopsis thaliana >gi_l 66627 (J04185) nucleotide-binding 
subunit of vacuolar ATPase [Arabidopsis thaliana] 

145594 

LIB3168-061-P1-K1-G10 

BLASTX 

gll2737 

338 

8.0e-32 

83 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
(224745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145595 

LIB3168-061-P1-K1-G11 

BLASTN 

g4097693 

48 

1.0e-18 



18158 



Match length 

% identity 

NCBI Description 



102 
84 

Arabidopsis thaliana prohibitin 1 
cds 



(Atphbl) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145596 

LIB3168-061-P1-K1-G2 

BLASTN 

gl66609 

32 

8.0e-09 

46 

91 

A. thaliana at2Sl gene encoding albumin 2S subunit 1, 
complete cds 

145597 

LIB3168-061-P1-K1-G3 

BLASTX 

gl628583 

203 

3.0e-16 

63 
67 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145598 

LIB3168-061-P1-K1-G4 

BLASTX 

gl628583 

386 

6.0e-38 

72 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145599 

LIB3168-061-P1-K1-G6 

BLASTN 

g4097693 

35 

8.0e-ll 

102 
81 

Arabidopsis thaliana prohibitin 1 
cds 



(Atphbl) gene, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



145600 

LIB3168-061-P1-K1-H1 

BLASTN 

gl6236 

56 

3.0e-23 



18159 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 
99 

Arabidopsis CRB gene for 12S seed storage protein 
>gi_166677_gb_M37248_ATHCRBAA A.thaliana 12S storage 
protein CRA1 gene, exons 1-4 

145601 

LIB3168-061-P1-K1-H2 

BLASTX 

gll2681 

186 

3.0e-14 

38 

95 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir SO 850 9 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145602 

LIB3168-061-P1-K1-H8 

BLASTN 

g3449326 

90 

4.0e-43 

190 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19M22, complete sequence [Arabidopsis thaliana] 

145603 

LIB3168-062-P1-K1-A1 

BLASTX 

gl628583 

504 

4.0e-51 

94 

100 

(0*66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145604 

LIB3168-062-P1-K1-A10 

BLASTX 

gll2682 

430 

1.0e-42 

108 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



18160 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145605 

LIB3168-062-P1-K1-A11 

BLASTN 

g2160132 

35 

2.0e-10 

106 
51 

Sequence of BAC F19K23 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

145606 

LIB3168-062-P1-K1-A12 

BLASTX 

gll2681 

423 

1.0e-41 

143 
67 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>giJL66676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145607 

LIB3168-062-P1-K1-A2 

BLASTN 

g3510347 

353 

0.0e+00 

364 

61 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MSJ11, complete sequence [Arabidopsis thaliana] 

145608 

LIB3168-062-P1-K1-A3 

BLASTX 

g2244819 

184 

1.0e-13 

72 
54 

(Z97336) germin type 2 [Arabidopsis thaliana] 
145609 

LIB3168-062-P1-K1-A4 

BLASTX 

g2961373 

238 

2.0e-20 

86 

56 

(AL022141) 
thaliana] 



PI clone: 



putative disease resistance protein [Arabidopsis 



18161 



Seq. No. 


fv 

145610 


Seq. ID 


LIB3168 


Method 


BLASTX 


NCBI GI 


gll2739 


BLAST score 


440 


E value 


1.0e-43 


Match length 


124 


% identity 


72 


NCBI Description 


2S SEED 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

145611 

LIB3168-062-P1-K1-A6 

BLASTX 

gll2737 

544 

5.0e-56 

116 

89 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853j?ir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145612 

LIB3168-062-P1-K1-A8 

BLASTN 

g4512656 

72 

3.0e-32 

267 

85 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

145613 

LIB3168-062-P1-K1-A9 

BLASTN 

g2264311 

52 

8.0e-21 

103 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLN1, complete sequence [Arabidopsis thaliana] 

145614 

LIB3168-062-P1-K1-B1 
BLASTX 



18162 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
409 

6.0e-40 

117 
74 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145615 

LIB3168-062-P1-K1-B10 

BLASTX 

gl!2681 

47 

2.0e-56 

127 
91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb__CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145616 

LIB3168-062-P1-K1-B11 

BLASTX 

gl628583 

188 

1.0e-14 

36 
94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


145617 


Seq. ID 


LIB3168-062-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2586125 


BLAST score 


330 


E value 


5.0e-31 


Match length 


93 


% identity 


73 


NCBI Description 


(U89512) b-keto acyl reductase [Arabidopsis thaliana] 


Seq. No. 


145618 


Seq. ID 


LIB3168-062-P1-K1-B2 


Method 


BLAST N 


NCBI GI 


gl628582 


BLAST score 


131 


E value 


2.0e-67 


Match length 


178 


% identity 


55 


NCBI Description 


Arabidopsis thaliana 12S cruciferin seed storage protein 




(ATCRU3) gene, complete cds 


Seq. No. 


145619 



18163 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

S value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-062-P1-K1-B3 

BLASTX 

gl628583 

525 

1.0e-53 

119 

87 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) -I2S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145620 

LIB3168-062-P1-K1-B4 

BLASTN 

g3650026 

157 

5.0e-83 

273 

84 

Arabidopsis thaliana chromosome II BAC T26I20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

145621 

LIB3168-062-P1-K1-B6 

BLASTX 

gl628583 

447 

1.0e-44 

107 

82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145622 

LIB3168-062-P1-K1-B7 

BLASTX 

g!12681 

535 

7.0e-55 

112 

93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi__808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145623 

LIB3168-062-P1-K1-B8 

BLASTN 

gl354465 

59 

1.0e-24 

185 

83 

Arabidopsis thaliana 



Ul snRNP 70K truncated protein mRNA, 



18164 



long alternatively spliced transcript, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145624 

LIB3168-062-P1-K1-C1 

BLASTX 

gll2681 

587 

7.0e-61 

142 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81604 _pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145625 

LIB3168-062-P1-K1-C10 

BLASTX 

gll2737 

479 

2.0e-48 

106 

85 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(E24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145626 

LIB3168-062-P1-K1-C12 

BLASTX 

gl628583 

522 

3.0e-53 

118 

86 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145627 

LIB3168-062-P1-K1-C4 

BLASTN 

g4580732 

41 

6.0e-14 

112 
92 

Genomic sequence for Arabidopsis thaliana BAC F5J5, 
complete sequence 



Seq. No. 
Seq. ID 



145628 

LIB3168-062-P1-K1-C5 



18165 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2956689 

46 

7.0e-17 

173 

77 

Arabidopsis thaliana mRNA for PSBY ( Ycf 32-related 
chloroplast thylakoid membrane proteins) 

145629 

LIB3168-062-P1-K1-C7 

BLASTN 

g3869066 

213 

1.0e-116 

328 

92 

Arabidopsis thaliana genomic DNA f chromosome 5, PI clone: 
MBM17 f complete sequence [Arabidopsis thaliana] 

145630 

LIB3168-062-P1-K1-C9 

BLASTN 

g2842474 

81 

1.0e-37 

181 

83 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 



145631 

LIB3168-062-P1-K1-D1 

BLASTN 

g2842474 

153 

2.0e-80 

387 

58 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F20O9 



Seq. No. 
Seq. ID 
Method 



145632 

LIB3168-062-P1-K1-D10 

BLASTX 

gl628583 

564 

3.0e-58 

144 

81 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145633 

LIB3168-062-P1-K1-D11 
BLASTN 



18166 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl6231 
58 

2.0e-24 

111 

85 

Arabidopsis CRA1 gene for 12S seed storage protein 
>gi_166675_gb_M37247_ATHCRAlAA A.thaliana 12S storage 
protein CRA1 gene, exons 1-4 

145634 

LIB3168-062-P1-K1-D12 

BLASTX 

gl628583 

488 

3.0e-49 

92 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145635 

LIB3168-062-P1-K1-D2 

BLASTX 

gll3617 ' 

302 

2.0e-27 

60 

98 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi 68199 pir ADMU f ructose-bisphosphate aldolase (EC 
4.1.2.13) - Arabidopsis thaliana >gi_16284_emb__CAA37226_ 
(X53058) fructose 1, 6-diphosphate aldolase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145636 

LIB3168-062-P1-K1-D3 

BLASTN 

g3449331 

296 

1.0e-166 

308 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNC17 , complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145637 

LIB3168-062-P1-K1-D4 

BLASTX 

g3738315 

387 

2.0e-37 

105 
60 

(AC005170) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 



145638 



18167 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-062-P1-K1-D5 

BLASTX 

g4454010 

372 

8.0e-36 

89 

72 

(AL035396) putative protein [Arabidopsis thaliana] 



145639 

LIB3168-062-P1-K1-D6 

BLASTX 

gll2737 

526 

7.0e-54 

116 

85 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68853_pir_ 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



1 PRECURSOR (2S ALBUMIN STORAGE 

NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 

1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145640 

LIB3168-062-P1-K1-D7 

BLASTN 

g2842474 

80 

6.0e-37 

284 

69 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

145641 

LIB3168-062-P1-K1-D8 

BLASTX 

gl!2739 

421 

2.0e-41 

134 

63 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 

2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

145642 

LIB3168-062-P1-K1-E1 

BLASTX 

gll2682 

572 



18168 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



3.0e-59 

126 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_l 66678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145643 

LIB3168-062-P1-K1-E11 

BLASTN 

gl628582 

87 

3.0e-41 

288 

84 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 

145644 

LIB3168-062-P1-K1-E12 

BLASTX 

gl!9350 

570 

7.0e-59 

120 

92 

ENOLASE { 2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608 jpir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 

[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 

145645 

LIB3168-062-P1-K1-E2 

BLASTX 

gll2739 

4 68 

7.0e-47 

133 

71 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_l 66615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

145646 

LIB3168-062-P1-K1-E5 

BLASTX 

g2129642 



18169 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



672 

8.0e-71 

132 
93 

major latex protein type 3 - Arabidopsis thaliana 
>gi_1107495_emb_CAA63027_ (X91961) major latex protein 
type3 [Arabidopsis thaliana] 

145647 

LIB3168-062-P1-K1-E6 

BLASTN 

g4314374 

111 

5.0e-56 

138 

95 

Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

145648 

LIB3168-062-PI-:Kl-E7 

BLASTX 

gl628583 

527 

7.0e-54 

102 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145649 

LIB3168-062-P1-K1-E8 

BLASTN 

gl628582 

98 

6.0e-48 

172 

86 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 

145650 

LIB3168-062-P1-K1-E9 

BLASTX 

gll2737 

533 

1.0e-54 

115 

88 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



18170 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145651 

LIB3168-062-P1-K1-F1 

BLASTX 

g4204299 

383 

2.0e-37 

78 

95 

(AC003027) lcl_prt__seq No definition line found 
[Arabidopsis thaliana] 

145652 

LIB3168-062-P1-K1-F10 

BLASTX 

g2129659 

292 

2.0e-26 

92 

63 

oleosin f isoform 21K - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] 

145653 

LIB3168-062-P1-K1-F11 

BLASTN 

g2264311 

52 

1.0e-20 

120 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLN1, complete sequence [Arabidopsis thaliana] 

145654 

LIB3168-062-P1-K1-F12 

BLASTX 

gl628583 

506 

3.0e-51 

101 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145655 

LIB3168-062-P1-K1-F3 

BLASTN 

g2842474 

66 

8.0e-29 

110 

59 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 



„18171 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145656 

LIB3168-062-P1-K1-F4 

BLASTN 

g2264311 

77 

3.0e-35 

266 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLN1, complete sequence [Arabidopsis thaliana] 



PI clone: 



145657 

LIB3168-062-P1-K1-F5 

BLASTX 

gl628583 

489 

2.0e-49 

97 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145658 

LIB3168-062-P1-K1-F7 

BLASTX 

gll2681 

512 

4.0e-52 

117 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145659 

LIB3168-062-P1-K1-G10 

BLASTN 

g4079614 

60 

3.0e-25 

116 

84 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

145660 

LIB3168-062-P1-K1-G12 

BLASTX 

g!628583 

552 

9.0e-57 

119 

89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



18172 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145661 

LIB3168-062-P1-K1-G4 

BLASTX 

g!628583 

459 

7.0e-46 

120 

76 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145662 

LIB3168-062-P1-K1-G5 

BLASTN 

gl628582 

53 

6.0e-21 

264 

78 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 

145663 

LIB3168-062-P1-K1-G6 

BLASTX 

gll2741 

523 

2.0e-53 

119 

83 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

145664 

LIB3168-062-P1-K1-G7 

BLASTX 

gl628583 

48 

1.0e-16 

74 

72 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145665 

LIB3168-062-P1-K1-G8 
BLASTN 



18173 



CI 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2842474 
72 

1.0e-32 

175 

81 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

145666 

LIB3168-062-P1-K1-G9 

BLASTN 

g4757414 

323 

0.0e+00 

330 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 

145667 

LIB3168-062-P1-K1-H1 

BLASTX 

g2160151 

436 

2.0e-43 

90 

96 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb_X77260) . [Arabidopsis thaliana] 

145668 

LIB3168-062-P1-K1-H11 

BLASTX 

gll2681 

526 

6.0e-54 

104 

96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145669 

LIB3168-062-P1-K1-H3 

BLASTX 

gl076366 

585 

8.0e-61 

111 

97 

peptidylprolyl isomerase (EC 5.2.1.8) - Arabidopsis 
thaliana >gi_460968 (U07276) peptidyl-prolyl cis-trans 
isomerase [Arabidopsis thaliana] >gi_992643 (U32186) 
cyclophilin [Arabidopsis thaliana] 

>gi_1091580_prf 2021266A peptidyl-Pro cis-trans isomerase 



18174 



II 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
,E value 
Match length 
% identity 
NCBI Description 



145670 

LIB3168-062-P1-K1-H5 

BLAST N 

g4510392 

73 

5,0e-33 

254 

78 

Arabidopsis thaliana chromosome II BAC T17D12 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145671 

LIB3168-062-P1-K1-H6 

BLASTX 

gl628583 

375 

3.0e-36 

114 

69 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145672 

LIB3168-062-P1-K1-H7 

BLASTX 

g!12737 

242 

1.0e-20 

82 

60 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



145673 

LIB3168-062-P1-K1-H8 

BLASTN 

g987013 

47 

4.0e-18 

47 
100 

A. thaliana mRNA for oleosin (isoform; 841 bp) 
>gi_987015_emb_Z54165_ATOLEOSN3 A. thaliana mRNA for oleosin 
{isoform; 841 bp) 

145674 

LIB3168-064-P1-K1-A1 

BLASTX 

gll2681 



18175 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



322 

5.0e-30 

103 

68 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



145675 

LIB3168-064-P1-K1-A11 
BLASTX 
gll2737 
584 

2.0e-60 
142 
79 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi 68853 pir 



1 PRECURSOR (2S ALBUMIN STORAGE 
JSfWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145676 

LIB3168-064-P1-K1-A4 

BLASTX 

gl628583 

515 

2.0e-52 

137 

75 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145677 

LIB3168-064-P1-K1-A5 

BLASTX 

gll2681 

612 

8.0e-64 

140 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145678 

LIB3168-064-P1-K1-A6 

BLASTN 

gl628582 

94 



18176 



E value 
Match length 
% identity 
NCBI Description 



2.0e-45 

230 

60 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 



Seq. No. 


145679 


Seq, ID 


LIB3168-064-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2119840 


BLAST score 


137 


E value 


1 . Oe-08 


Match length 


C A 


% identity 


0 7 


NCBI Description 


photosystem I protein A2 - garden 


Seq. No. 


145680 


Seq. ID 


LIB3168-064-P1-K1-B1 


Method 


BLASTN 


NCBI GI 


g2264311 


BLAST score 


56 


E value 


7.0e-23 


Match length 


147 


% identity 


82 


JNObi Description 


Arabidopsis thaliana genomic DNA, 




MLN1, complete sequence [Arabidop; 


Seq. No. 


145681 


Seq. ID 


LIB3168-064-P1-K1-B10 


Method 


BLASTN 


NCBI GI 


g2264311 


BLAST score 


51 


E value 


5.0e-20 


Match length 


121 


% identity 


83 


NCBI Description 


Arabidopsis thaliana genomic DNA, 



- garden snapdragon chloroplast 



chromosome 5, PI clone: 



MLN1, complete sequence 



chromosome 5, 
[Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145682 

LIB3168-064-P1-K1-B11 

BLASTN 

g4097693 

54 

1.0e-21 

108 

84 

Arabidopsis thaliana prohibitin 1 
cds 



(Atphbl) gene, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



145683 

LIB3168-064-P1-K1-B2 

BLASTN 

g2605713 

40 

1.0e-13 

77 

84 



18177 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana beta-torioplast intrinsic protein 
(beta-TIP) mRNA, complete cds 

145684 

LIB3168-064-P1-K1-B4 

BLASTN 

g4757414 

324 

0.0e+00 

339 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



145685 

LIB3168-064-P1-K1-B5 

BLASTX 

gl628583 

488 

2.0e-49 

92 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145686 

LIB3168-064-P1-K1-B7 

BLASTN 

gl6231 

57 

2.0e-23 

140 

82 

Arabidopsis CRA1 gene for 12S seed storage protein 
>gi_166675_gb_M37247_ATHCRAlAA A. thaliana 12S storage 
protein CRA1 gene f exons 1-4 

145687 

LIB3168-064-P1-K1-B9 

BLASTX 

gll07501 

328 

1.0e-30 

99 

71 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

145688 

LIB3168-064-P1-K1-C1 

BLASTX 

gl628583 

190 

6.0e-15 



18178 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145689 

LIB3168-064-P1-K1-C10 

BLASTN 

gl628582 

52 

6.0e-21 

103 

84 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 

145690 

LIB3168-064-P1-K1-C11 

BLASTX 

gll2737 

547 

4.0e-56 

139 

77 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 


145691 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


g2781394 


BLAST score 


477 


E value 


5.0e-48 


Match length 


96 


% identity 


100 


NCBI Description 


(U70424) 


Seq. No. 


145692 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


707 


E value 


6.0e-75 


Match length 


144 


% identity 


94 


NCBI Description 


12S SEED 



1 [Arabidopsis thaliana] 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



18179 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



145693 

LIB3168-064-P1-K1-C3 

BLASTX 

gl32074 

534 

7.0e-55 

103 
95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145694 

LIB3168-064-P1-K1-C4 

BLASTN 

gl66609 

130 

5.0e-67 

249 

86 

A. thaliana at2Sl gene encoding albumin 2S subunit 1, 
complete cds 

145695 

LIB3168-064-P1-K1-C5 

BLASTN 

g3366536 

50 

3.0e-19 

184 

83 

Genomic sequence for Arabidopsis thaliana BAC T25N20, 
complete sequence [Arabidopsis thaliana] 

145696 

LIB3168-064-P1-K1-C7 

BLASTN 

g4454587 

156 

2.0e-82 

191 

96 

Arabidopsis thaliana BAC F21A20 from chromosome V near 
cM, complete sequence [Arabidopsis thaliana] 

145697 

LIB3168-064-P1-K1-C8 

BLASTN 

gl66609 

124 

2.0e-63 

269 

85 

A. thaliana at2Sl gene encoding albumin 2S subunit 1, 
complete cds 



61 



18180 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145698 

LIB3168-064-P1-K1-C9 

BLASTX 

gl628583 

477 

5.0e-48 

98 * 
92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



145699 

LIB3168-064-P1-K1-D1 

BLASTN 

g2264311 



BLAST score 


177 ' 


E value 


4.0e-95 


Match length 


228 


% identity 


94 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MLN1, complete sequence [Arabidopsis thaliana 


Seq. No, 


145700 


Seq. ID 


LIB3168-064-P1-K1-D10 


Method 


BLASTN 


NCBI GI 


g3047100 


BLAST score 


280 


E value 


1.0e-156 


Match length 


355 


% identity 


94 


NCBI Description 


Arabidopsis thaliana BAC F6N23 


Seq. No. 


145701 


Seq. ID 


LIB3168-064-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


62 


E value 


2.0e-35 


Match length 


128 


% identity 


67 


NCBI Description 


(U66916) 12S cruciferin seed storage protein 




thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749 




cruciferin seed storage protein [Arabidopsis 


Seq. No. 


145702 


Seq. ID 


LIB3168-064-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g461841 


BLAST score 


163 


E value 


2.0e-ll 


Match length 


73 


% identity 


53 


NCBI Description 


CRUCIFERIN CRU4 PRECURSOR (US GLOBULIN) (12S 




PROTEIN) 


Seq. No. 


145703 



5, PI clone: 



12S 



18181 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-064-P1-K1-D2 

BLASTX 

gll2741 

558 

1.0e-57 

103 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb__CAA808 68__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

145704 

LIB3168-064-P1-K1-D3 

BLASTN 

g4263774 

78 

6.0e-36 

234 

82 

Arabidopsis thaliana chromosome II BAC T20F21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

145705 

LIB3168-064-P1-K1-D4 

BLASTN 

g3449322 

135 

5.0e-70 

171 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC17 , complete sequence [Arabidopsis thaliana] 

145706 

LIB3168-064-P1-K1-D5 

BLASTX 

gll70203 

417 

5.0e-41 

114 
74 

GLUTAMYL-TRNA REDUCTASE 1 PRECURSOR (GLUTR) >gi__454359 
(U03774) glutamyl-tRNA reductase [Arabidopsis thaliana] 

145707 

LIB3168-064-P1-K1-D7 

BLASTX 

gl628583 

510 

6.0e-52 

101 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



18182 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145708 

LIB3168-064-P1-K1-D8 

BLASTX 

g!628583 

446 

1.0e-44 

93 
89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145709 

LIB3168-064-P1-K1-D9 

BLASTN 

g4519195 

68 

9.0e-30 

93 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MQC12, complete sequence 

145710 

LIB3168-064-P1-K1-E10 

BLASTN 

g2564050 

222 

1.0e-121 

343 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUA22, complete sequence [Arabidopsis thaliana] 

145711 

LIB3168-064-P1-K1-E11 

BLASTX 

g!12682 

590 

3.0e-61 

126 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145712 

LIB3168-064-P1-K1-E12 

BLASTX 

gll2682 

679 

1.0e-71 



18183 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138 
91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145713 

LIB3168-064-P1-K1-E2 

BLASTN 

g4159699 

345 

0.0e+00 

353 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K16E1, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



145714 

LIB3168-064-P1-K1-E3 

BLASTN 

gl628582 

99 

1.0e-48 

174 

86 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 

145715 

LIB3168-064-P1-K1-E4 

BLASTN 

gl6231 

56 

8.0e-23 

107 

84 

Arabidopsis CRA1 gene for 12S seed storage protein 
>gi_166675_gb_M37247__ATHCRAlAA A. thaliana 12S storage 
protein CRA1 gene, exons 1-4 

145716 

LIB3168-064-P1-K1-E5 

BLASTN 

gl628582 

110 

6.0e-55 

272 

59 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 

145717 

LIB3168-064-P1-K1-E6 

BLASTN 

gl6231 



18184 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



87 

2.0e-41 

241 
81 

Arabidopsis CRA1 gene for 12S seed storage protein 
>gi_166675_gb_M37247_ATHCRAlAA A.thaliana 12S storage 
protein CRA1 gene, exons 1-4 



145718 

LIB3168-064-P1-K1-E7 

BLASTN 

g2264303 

196 

1.0e-106 

325 
99 

Arabidopsis thaliana genomic DNA f chromosome 5, 
MBB18, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


145719 


Seq. ID 


LIB3168-064-P1-K1-E9 


Method 


BLASTN 


NCBI GI 


g395203 


BLAST score 


137 


E value 


5.0e-71 


Match length 


246 


% identity 


63 


NCBI Description 


A.thaliana 2S albumin gene i 


Seq. No. 


145720 


Seq. ID 


LIB3168-064-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


524 


E value 


1.0e-53 


Match length 


119 


% identity 


87 


NCBI Description 


(U66916) 12S cruciferin seed 



1 and 2, complete CDS 1 s 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145721 

LIB3168-064-P1-K1-F11 

BLASTX 

gll2681 

209 

6.0e-17 

78 
62 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145722 

LIB3168-064-P1-K1-F12 



18185 



Method 


II 

BLASTX 


NCBI GI 


gl628583 


BLAST score 


271 


E value 


7.0e-24 


Match length 


60 


% identity 


87 


NCBI Description 


(U66916) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145723 

LIB3168-064-P1-K1-F9 

BLASTX 

g2497886 

287 

9.0e-26 

53 

98 

METALLOTHIONE IN-LIKE PROTEIN 2B (MT-2B) 

>gi_1361999__pir S57862 metallothionein 2b - Arabidopsis 

thaliana >gi_1086463 (D11256) metallothionein [Arabidopsis 
thaliana] 

145724 

LIB3168-064-P1-K1-G10 

BLASTX 

g!31143 

583 

2.0e-60 

153 

77 

PHOTOSYSTEM I P700 CHLOROPHYLL A APOPROTEIN Al 

>gi_72670__pir A1NTP7 photosystem I P700 apoprotein Al - 

common tobacco chloroplast >gi_11830_emb_CAA77352_ (Z00044) 
PSI P700 apoprotein Al [Nicotiana tabacum] 

>gi_225198_prf 1211235AC photosystem I P700 apoprotein Al 

[Nicotiana tabacum] 

145725 

LIB3168-064-P1-K1-G11 

BLASTX 

g2851508 

481 

1.0e-48 

101 

91 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597,gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 

145726 

LIB3168-064-P1-K1-G12 

BLASTN 

g4199934 

107 



18186 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



2.0e-53 

158 

92 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

145727 

LIB3168-064-P1-K1-G2 

BLASTN 

g4584519 

35 

1.0e-10 

76 
83 

Arabidopsis thaliana DNA chromosome 4, BAC clone F11C18 
(ESSA project) 

145728 

LIB3168-064-P1-K1-G5 

BLASTX 

gll2682 

360 

2.0e-34 

92 
78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>giJL66678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145729 

LIB3168-064-P1-K1-G6 

BLASTN 

gl6231 

85 

4.0e-40 

160 

92 

Arabidopsis CRA1 gene for 12S seed storage protein 
>gi_166675_gb_M37247_ATHCRAlAA A. thaliana 12S storage 
protein CRA1 gene, exons 1-4 

145730 

LIB3168-064-P1-K1-G7 

BLASTX 

g2129659 

166 

4.0e-12 

36 

89 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] 

145731 

LIB3168-064-P1-K1-G8 
BLASTN 



18187 



NCBI GI 


gl6231 


BLAST score 


51 


E value 


5.0e-20 


Match length 


107 


% identity 


84 


NCBI Description 


Arabidopsis CRA1 gene for 12S seed storage protein 




>gi_166675_gb_M37247_ATHCRAlAA A.thaliana 12S storage 




protein CRA1 gene, exons 1-4 


Seq. No. 


145732 


Seq. ID 


LIB3168-064-P1-K1-G9 


Method 


BLASTN 


NCBI GI 


g395203 


BLAST score 


116 


E value 


2. Oe-58 


Match length 


276 


% identity 


83 


NCBI Description 


A.thaliana 2S albumin gene isoforms 1 and 2, complete CDS 


Seq. No. 


145733 


Seq. ID 


LIB3168-064-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gll2741 


BLAST score 


187 


E value 


4.0e-14 


Match length 


68 


% identity 


60 


NCBI Description 


2S SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 



PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145734 

LIB3168-064-P1-K1-H11 

BLASTX 

gll2737 

543 

9.0e-56 

139 

77 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853__pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



145735 

LIB3168-064-P1-K1-H12 

BLASTX 

gll2737 

281 

5.0e-25 



18188 



Match length 

% identity 

NCBI Description 



# 

123 
50 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi__68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145736 

LIB3168-064-P1-K1-H3 

BLASTN 

g2842474 

111 

1.0e-55 

212 
89 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAG clone F20O9 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145737 

LIB3168-064-P1-K1-H4 

BLASTN 

g4220510 

215 

1.0e-117 

389 
100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F22K18 



145738 

LIB3168-064-P1-K1-H5 

BLASTX 

g!12743 

611 

8.0e-64 

116 

95 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68856jpir_NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_44 90713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

145739 

LIB3168-064-P1-K1-H6 

BLASTN 

g2262097 

253 

1.0e-140 

253 

100 

Arabidopsis thaliana chromosome IV BAC T19F6 genomic 



18189 



sequence, complete sequence 



oeq . lno . 


1 ylCT/n 
ift 3 / h U 




Seq. ID 


LIB3168-064-P1-K1-H8 




Method 


BLASTX 






golboo4U 




BLAST score 






E value 


1 . Oe-03 




Match, length 


01 




% identity 


80 




NCBI Description 


(U88711) copper homeostasis 


factor 


beq. jno. 


1 A c: n a i 
14D / 4 1 




beq. iu 


LIB3168-065-P1-K1-A10 




Method 


BLASTN 




NCBI GI 


g3461834 




BLAST score 


319 




E value 


1.0e-179 




Match length 


327 




% identity 


99 




NCBI Description 


Arabidopsis thai i ana chromosome II 




sequence, complete sequence 


[Arabic 


Corf Mo 

oeq. wo « 


145742 




Seq. ID 


LIB3168-065-P1-K1-A11 




Method 


BLASTX 




NCBI GI 


gll2741 




BLAST score 


720 




E value 


2.0e-76 




Match length 


135 




% identity 


99 





NCBI Description 



2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855_pir_ 



3 PRECURSOR (2S ALBUMIN STORAGE 
_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145743 

LIB3168-065-P1-K1-A12 

BLASTN 

g4371278 

324 

0.0e+00 

406 

98 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



145744 

LIB3168-065-P1-K1-A2 

BLASTN 

g4757407 

186 

1.0e-100 
362 



18190 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Matph length 

% identity 

NCBI Description 



62 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQD19, complete sequence 

145745 

LIB3168-065-P1-K1-A3 

BLASTN 

g3869069 

395 

0.0e+00 

407 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 

145746 

LIB3168-065-P1-K1-A4 

BLASTX 

gl628583 

647 

5.0e-68 

127 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145747 

LIB3168-065-P1-K1-A5 

BLASTX 

g!12737 

571 

5.0e-59 

137 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145748 

LIB3168-065-P1-K1-A6 

BLASTX 

g2129657 

398 

1.0e-38 

109 

77 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 



145749 



18191 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-065-P1-K1-A7 

BLASTN 

g4580386 

335 

0.0e+00 

375 

97 

Arabidopsis thaliana chromosome II 
sequence, complete sequence 



BAC T8018 genomic 



145750 

LIB3168-065-P1-K1-A8 

BLASTX 

gl628583 

432 

9.0e-43 

118 

75 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145751 

LIB3168-065-P1-K1-A9 

BLASTX 

gl628583 

705 

1.0e-74 

143 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145752 

LIB3168-065-P1-K1-B10 

BLASTN 

g3241927 

333 

0.0e+00 

394 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTE17, complete sequence [Arabidopsis thaliana] 

145753 

LIB3168-065-P1-K1-B11 

BLASTX 

gll70767 

273 

4.0e-24 

91 

60 

26S PROTEASE REGULATORY SUBUNIT 8 HOMOLOG (LET1 PROTEIN) 

>gi_626074_pir S45176 transcription factor SUG1 homolog - 

fission yeast (Schizosaccharomyces pombe) >gi_406051 
(U02280) Letl [Schizosaccharomyces pombe] 



18192 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



>gi_4106689_emb_CAA22628_ (AL035065) 26s protease 
regulatory subunit 8 homolog [Schizosaccharomyces pombe] 

145754 

LIB3168-065-P1-K1-B2 

BLASTX 

g4567260 

263 

2.0e-23 

52 

98 

(AC006841) putative NADPH dependent mannose 6-phosphate 
reductase [Arabidopsis thaliana] 

>gi_4582440_gb_AAD24825.1_AC007142_3 (AC007142) putative 
NADPH-dependent mannose-6-phosphate reductase [Arabidopsis 
thaliana] 



Seq. No. 


145755 


Seq. ID 


LIB3168-065-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g21913 


BLAST score 


193 


E value 


1.0e-14 


Match length 


79 


% identity 


46 


NCBI Description 


(X62626) vicilin [Theobroma 


Seq. No. 


145756 


Seq. ID 


LIB3168-065-P1-K1-B4 


Method 


BLASTN 


NCBI GI 


g4159708 


BLAST score 


397 


E value 


0.0e+00 


Match length 


433 


% identity 


86 


NCBI Description 


Arabidopsis thaliana genomic 




MKP6, complete sequence 


Seq. No. 


145757 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



LIB3168-065-P1-K1-B5 

BLASTX 

gl628583 

589 

4.0e-61 

146 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145758 

LIB3168-065-P1-K1-B6 

BLASTX 

gll2682 

690 

6.0e-73 
133 



18193 



% identity 

NCBI Description 



II 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


145759 


Seq. ID 


LIB3168-065-P1-K1-B7 


Method 


BLASTN 


NCBI GI 


g2244747 


BLAST score 


234 


E value 


1 . Oe-129 


Match length 


234 


ft - -J — . i_ _! _L_ 

% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 




fragment No 


Seq. No. 


145760 


Seq. ID 


LIB3168-065-P1-K1-B8 


Method 


BLASTN 


NCBI GI 


g4262221 


BLAST score 


39 


E value 


2.0e-12 


Match length 


39 


% identity 


100 


NCBI Description 


Arabidopsis N thaliana chromosome II 




sequence, complete sequence [Arabid 


Seq. No. 


145761 


Seq. ID 


LIB3168-065-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4056502 


BLAST score 


595 


E value 


7.0e-62 


Match length 


117 


% identity 


100 


NCBI Description 


(AC005896) 40S ribosomal protein S5 


Seq. No. 


145762 


Seq. ID 


LIB3168-065-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g99688 


BLAST score 


345 


E value 


1.0e-32 


Match length 


69 


% identity 


99 


NCBI Description 


translation elongation factor eEF-1 



ESSA I contig 



alpha chain (gene A4) 
Arabidopsis thaliana >gi_295789_emb_CAA34456_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 

Seq. No. 145763 

Seq. ID LIB3168-065-P1-K1-C10 

Method BLASTN 

NCBI GI g3599967 

BLAST score 359 

E value 0.0e+00 



18194 



Match, length 


T7 1 
J 1 1 


% identity 


y y 


pj^o-l ue scrip Lion 


Arabidopsis thaliana clp protease (CLP) inRNA, partial cds 


Seq. No. 


1 A c h r A 

145764 


beq. xu 


T TOQI cq rice D1 Vl r 1 *! 1 

L1do1do-Uoo- rl-Kl-CIl 


Method 


T3T 21 OTY 

nlifio 1 A 




-.1 iTOQCCJO 


biiAoi score 


obso 


E value 


1.0e-60 


Match length 


111 


% identity 


1UU 


ncbx Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




tnalianaj >gi 2842495 emfc> CAAloo92 (AL02174y) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


145765 


beq. xu 


LXdji bo-U bo— irl-J\l*~ulZ 


jyie iznocL 


DT ZVQfPV 


INUDl ul 


-r/ion/ioQQ 

g4ZU4z y o 


BLAST score 


542 


E value 


1.0e-55 


Match length 


1 OQ 

loo 


% identity 


78 


NCBI Description 


(AC003027) lcl prt seq No definition lir^e found 




[Arabidopsis thaliana] 


Seq. No. 


145766 


Seq. ID 


LIB31do-065-P1-K1-C2 


Method 


TIT 7\ o mv 

BLAbTA 


NCBI GI 


g4678322 


BLAST score 


454 


E value 


2 . Oe-45 


Match length 


124 


% identity 


79 


jMUoi Description 


(ALU4yooo) putative protein LArabiaopsis tnalianaj 


Seq. No. 


145767 


beq. id 


LIBjIdo-Udo-PI-KI-Co 




DT 7\ CTV 

Dliiib 1 A 






rsii/ibi score 


bl / 


E value 


2.0e-64 


Match length 


127 


% identity 


95 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi_28424 95__emb_CAA168 92_ (AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


145768 


Seq. ID 


LIB3168-065-P1-K1-C4 




JDltiib X A 


NCBI GI 


gll2741 


BLAST score 


725 


E value 


4.0e-77 


Match length 


135 


% identity 


100 



18195 



NCBI Description 



II 



2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145769 

LIB3168-065-P1-K1-C5 

BLASTN 

g3985950 

437 

0.0e+00 

437 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MPI10, complete sequence [Arabiddpsis thaliana] 



PI clone: 



Seq. No. 



145770 

LIB3168-065-P1-K1-C6 

BLASTX 

gll2682 

613 

6.0e-64 

142 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145771 

LIB3168-065-P1-K1-C7 

BLASTX 

gl628583 

631 

4.0e-66 

136 

90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145772 

LIB3168-065-P1-K1-C8 

BLASTN 

g4512656 

224 

1.0e-123 

423 

100 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

145773 



18196 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



LIB3168-065-P1-K1-C9 

BLASTX 

g!12681 

614 

5.0e-64 

124 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145774 

LIB3168-065-P1-K1-D1 

BLASTX 

gll2681 

597 

4.0e-62 

139 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir SO 8 50 9 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145775 

LIB3168-065-P1-K1-D10 

BLASTX 

gll2682 

621 

7.0e-65 

142 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi__166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145776 

LIB3168-065-P1-K1-D11 

BLASTX 

gll2741 

613 

6.0e-64 

133 

86 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



18197 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



145777 

LIB3168-065-P1-K1-D12 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145778 

LIB3168-065-P1-K1-D2 

BLASTX 

g4539452 

449 

1.0e-4 4 

138 
57 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. IB 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145779 

LIB3168-065-P1-K1-D3 

BLASTX 

gll2682 

694 

2.0e-73 

144 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145780 

LIB3168-065-P1-K1-D4 

BLASTN 

g4510338 

303 

1.0e-170 

423 

99 

Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145781 

LIB3168-065-P1-K1-D5 

BLASTN 

g3695372 

425 

0.0e+00 

437 

99 

Arabidopsis thaliana BAC F1104 



18198 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145782 

LIB3168-065-P1-K1-D6 

BLASTX 

gl628583 

403 

2.0e-39 

114 

73 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145783 

LIB3168-065-P1-K1-D7 

BLASTX 

gl628583 

584 

2.0e-60 

143 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145784 

LIB3168-065-P1-K1-D8 

BLASTX 

g2129659 

453 

3.0e-45 

138 

72 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] 

145785 

LIB3168-065-P1-K1-D9 

BLASTX 

gl628583 

556 

4.0e-64 

127 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



145786 

LIB3168-065-P1-K1-E1 

BLASTX 

gll2741 

738 

1.0e-78 

142 

98 

2S SEED STORAGE PROTEIN 



3 PRECURSOR {2S ALBUMIN STORAGE 



18199 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

145787 

LIB3168-065-P1-K1-E10 

BLASTX 

gll2681 

350 

3.0e-33 

121 

61 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_80893"6_emb__CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145788 

LIB3168-065-P1-K1-E11 

BLASTX 

g2429467 

154 

4.0e-10 

83 

36 

(AF0254 62) contains similarity to glutathione S 
transferases [Caenorhabditis elegans] 

145789 

LIB3168-065-P1-K1-E12 

BLASTX 

gl628583 

628 

1.0e-65 

123 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145790 

LIB3168-065-P1-K1-E2 

BLASTX 

g4455329 

326 

3.0e-30 

104 

68 

(AL035525) lysine-ketoglutarate reductase/saccharopine 
[Arabidopsis thaliana] 

145791 

LIB3168-065-P1-K1-E3 



18200 



Method 


BLASTN 


NCBI GI 


a4589423 


BLAST score 


220 


E value 


1.0e-120 


Match length 


374 


% identity 


94 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 
K7B16, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145792 

LIB3168-065-P1-K1-E4 

BLASTX 

gl628583 

625 

2.0e-65 

120 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145793 

LIB3168-065-P1-K1-E5 

BLASTN 

g2088638 

294 

1.0e-164 

422 

98 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145794 

LIB3168-065-P1-K1-E6 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145795 

LIB3168-065-P1-K1-E7 

BLASTX 

gll2737 

551 

1.0e-56 

136 

79 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_3 9520 4_emb_CAA8 087 0_ 
(224745) 2S albumin isoform 1 [Arabidopsis thaliana] 



18201 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



>gi_4490710_emb_CAB38844.1_ (AL035680) 
precursor [Arabidopsis thaliana] 



NWMU1-2S albumin 1 



145796 

LIB3168-065-P1-K1-F1 

BLASTX 

gl628583 

610 

1.0e-63 

120 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145797 

LIB3168-065-P1-K1-F10 

BLASTX 

gll2681 

687 

1.0e-72 

141 

93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145798 

LIB3168-065-P1-K1-F11 

BLASTX 

gll2681 

678 

1.0e-71 

136 
99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi__166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi__808936_emb__CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145799 

LIB3168-065-P1-K1-F12 

BLASTX 

gl628583 

717 

4.0e-76 

139 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145800 

LIB3168-065-P1-K1-F2 



18202 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145801 

LIB3168-065-P1-K1-F3 

BLASTX 

g226996 

657 

4.0e-69 

125 

99 

petB2 gene [Pisum sativum] 
145802 

LIB3168-065-P1-K1-F4 

BLASTN 

g3150006 

34 

1.0e-09 

42 
48 

CIC5B11.1 check: 4870 from: 1 
sequence [Arabidopsis thaliana] 



to: 167234, complete 



145803 

LIB3168-065-P1-K1-F5 

BLASTX 

g!628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145804 

LIB3168-065-P1-K1-F6 

BLASTX 

gl710530 

747 

1.0e-79 

139 

99 

60S RIBOSOMAL PROTEINS 7 A >gi_2129719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 



Seq. No. 



145805 



18203 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3168-065-P1-K1-F8 

BLASTX 

gl628583 

584 

1.0e-60 

117 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145806 

LIB3168-065-P1-K1-F9 

BLASTX 

gll2681 

474 

9.0e-48 

103 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gf_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145807 

LIB3168-065-P1-K1-G1 

BLASTX 

g!12681 

523 

2.0e-53 

110 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604jpir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145808 

LIB3168-065-P1-K1-G11 

BLASTX 

g3461845 

176 

1.0e-12 

54 
59 

(AC005315) hypothetical protein [Arabidopsis thaliana] 
145809 

LIB3168-065-P1-K1-G12 

BLASTN 

g2687440 

61 

6.0e-26 

93 

91 



18204 



NCBI Description Tellima grandiflora large subunit 26S ribosomal RNA gene, 
partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145810 

LIB3168-065-P1-K1-G2 

BLASTN 

g2264305 

193 

1.0e-104 

233 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBK23, complete sequence [Arabidopsis thaliana] 

145811 

LIB3168-065-P1-K1-G3 

BLASTX 

gl402914 

630 

6.0e-66 

125 

100 

(X98318) peroxidase [Arabidopsis thaliana] 



145812 

LIB3168-065-P1-K1-G4 

BLASTX 

gll2741 

732 

7.0e-78 

138 

99 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855_pir 



PI clone: 



3 PRECURSOR (2S ALBUMIN STORAGE 

_ _ _ t NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

145813 

LIB3168-065-P1-K1-G6 

BLASTX 

g2961377 

636 

1.0e-66 

124 

24 

(AL022141) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



145814 

LIB3168-065-P1-K1-G8 

BLASTX 

g4539452 

391 

6.0e-38 



18205 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130 
55 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

145815 

LIB3168-065-P1-K1-G9 

BLASTX 

gll2682 

185 

4.0e-63 

138 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor {CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


145816 


Seq. ID 


LIB3168-065-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gll09699 


BLAST score 


594 


E value 


1 . Oe-61 


Match length 


115 


% identity 


99 


NCBI Description 


(X83381) gibberellin 20-oxidase [Arabidopsis thaliana] 


Seq. No. 


145817 


Seq, ID 


LIB3168-065-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g2146728 


BLAST score 


709 


E value 


3.0e-75 


Match length 


146 


% identity 


92 


NCBI Description 


cyclin cyclb - Arabidopsis thaliana >gi 1360646 (L27223 




cyclin [Arabidopsis thaliana] 


Seq. No. 


145818 


Seq. ID 


LIB3168-065-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


gl!2737 


BLAST score 


423 


E value 


9.0e-42 


Match length 


116 


% identity 


72 


NCBI Description 


2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 



PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710__emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 145819 

18206 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-065-P1-K1-H4 

BLASTN 

g4191771 

71 

6.0e~32 

110 

95 

Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana-] 

145820 

LIB3168-065-P1-K1-H6 

BLASTX 

gl!2682 

609 

2.0e-63 

142 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145821 

LIB3168-065-P1-K1-H7 

BLASTX 

g3452263 

528 

4.0e-54 

109 

95 

(AF035936) phosphatidylinositol 4-kinase; PI4K [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145822 

LIB3168-065-P1-K1-H9 

BLASTN 

g4678291 

95 

1.0e-46 

95 

100 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



F28P10 



145823 

LIB3168-066-P1-K1-A1 

BLASTX 

gl628583 

472 

1.0e-47 

101 

89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18207 



Seq. No. 


"1 A C O O A 

145824 




Seq. ID 


LIB31oo-066- 


-P1-K1-A10 


Method 


BLASTN 




NCBI GI 


g3513725 




BLAST score 


246 




E value 


1.0e-136 




Match length 


298 




% identity 


78 




NCBI Description 


Arabidopsis 


thaliana 


beq. No. 


145ozo 




beq. ID 


LIBoloo-Uoo- 


-P1-K1-A11 


Method 


BLAo i N 




NCBI GI 


g2842474 




BLAST score 


273 




E value 


1.0e-152 




Match length 


273 




% identity 


100 




NCBI Description 


Arabidopsis 


thaliana 




(ESSAII project) 


Seq. No. 


145826 




Seq. ID 


LIB3168-066- 


-P1-K1-A2 


Method 


BLASTX 




NCBI GI 


gll2681 




BLAST score 


464 




E value 


1.0e-46 




Match length 


101 




% identity 


88 





BAC clone F20O9 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145827 

LIB3168-066-P1-K1-A3 

BLASTN 

gl628582 

122 

4.0e-62 

233 

64 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 

145828 

LIB3168-066-P1-K1-A4 

BLASTX 

gll2681 

618 

2.0e-64 

142 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 



18208 



>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145829 

LIB3168-066-P1-K1-A5 

BLASTX 

g2583125 

332 

5.0e-31 

102 

66 

(AC002387) 
thaliana] 



putative transketolase precursor [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145830 

LIB3168-066-P1-K1-A6 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145831 

LIB3168-066-P1-K1-A7 

BLASTN 

g2335089 

383 

0.0e+00 

399 

99 

Arabidopsis thaliana chromosome II BAC T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



145832 

LIB3168-066-P1-K1-A8 

BLASTN 

g4757411 

299 

1.0e-167 

347 

100 

Arabidopsis thaliana genomic DNA, 
MXC7, complete sequence 



chromosome 3, PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



145833 

LIB3168-066-P1-K1-B10 

BLASTX 

gll2681 

471 

2.0e-47 

129 

77 



18209 



NCBI Description 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145834 

LIB3168-066-P1-K1-B11 

BLASTX 

g2160151 

550 

1.0e-56 

123 
88 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb__X77260) . [Arabidopsis thaliana] 

145835 

LIB3168-066-P1-K1-B12 

BLASTX 

gl628583 

254 

2.0e-22 

53 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145836 

LIB3168-066-P1-K1-B2 

BLASTX 

g2583125 

364 

1.0e-34 

108 
67 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145837 

LIB3168-066-P1-K1-B4 

BLASTX 

g2623928 

338 

5.0e-32 

90 

72 

(AF031457) RNA polymerase CI [Gossypium arboreum] 
>gi_2623930 (AF031458) RNA polymerase CI [Gossypium 
hirsutum] >gi_2623932 (AF031459) RNA polymerase CI 
[Gossypium barbadense] >gi_2623934 (AF0314 60) RNA 
polymerase CI [Gossypium tomentosum] >gi_2623936 (AF0314 61) 
RNA polymerase CI [Gossypium mustelinum] >gi_2623938 
(AF031462) RNA polymerase CI [Gossypium darwinii] 



Seq. No. 



145838 



18210 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-066-P1-K1-B5 

BLASTX 

gl351837 

144 

2.0e-09 

79 
43 

ACETYL-COENZYME A CARBOXYLASE CARBOXYL TRANSFERASE SUBUNIT 

BETA >gi_2144155_pir S66564 acetyl CoA carboxylase type II 

beta-carboxyltransferase chain - rape chloroplast 
>giJL069998_emb_CAA90747_ (Z50868) acetyl CoA carboxylase 
carboxyltransf erase (beta subunit) [Brassica napus] 

>gi_1589046_prf 2210244G Ac-CoA carboxylase : SUBUNIT^beta 

[Brassica napus] 

145839 

LIB3168-066-P1-K1-B6 

BLASTX 

gl628583 

571 

5.0e-59 

145 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145840 

LIB3168-066-P1-K1-B7 

BLASTX 

gl628583 

603 

6.0e-63 

117 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


145841 


Seq. ID 


LIB3168-066 


Method 


BLASTX 


NCBI GI 


g3702339 


BLAST score 


669 


E value 


1.0e-70 


Match length 


129 


% identity 


100 


NCBI Description 


(AC005397) 


Seq. No. 


145842 


Seq. ID 


LIB3168-066 


Method 


BLASTX 


NCBI GI 


g!628583 


BLAST score 


395 


E value 


2.0e-38 


Match length 


109 


% identity 


73 



unknown protein [Arabidopsis thaliana] 



18211 




NCBI Description (U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


145843 


Seq. ID 


LIB3168-066-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3851640 


BLAST score 


ICC 

loo 


E value 


3. Oe-10 


Match length 


106 


% identity 


A "1 

41 


NCBI Description 


(AF0 98 636) chaperone GrpE type 2 [Nicotiana tabacum] 


Seq. No. 


1 A C Ci A A 

145844 


Seq. ID 


LIB3168-066-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl£28583 


BLAST score 


589 


E value 


4.0e-61 


Match length 


144 


% identity 


80 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


145845 


Seq. ID 


LIB3168-066-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g!12681 


BLAST score 


525 


E value 


1. 0e-53 


Match length 


107 


% identity 


99 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 




cruciferin precursor (CRA1) - Arabidopsis thaliana 




>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 




thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 




storage protein [Arabidopsis thaliana] 


Seq. No. 


145846 


Seq. ID 


LIB3168-066-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


323 


E value 


4.0e-30 


Match length 


82 


% identity 


77 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


145847 


Seq. ID 


LIB3168-066-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


gll2737 


BLAST score 


639 



18212 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-67 

130 
91 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853jpir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145848 

LIB3168-066-P1-K1-C5 

BLASTX 

gll2681 

549 

2.0e-56 

140 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145849 

LIB3168-066-P1-K1-C6 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145850^ 

LIB3168-066-P1-K1-C7 

BLASTX 

gl628583 

639 

6.0e-67 

136 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



145851 

LIB3168-066-P1-K1-C8 

BLASTX 

gll2682 

626 

2.0e-65 

143 

83 



18213 



II 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145852 

LIB3168-066-P1-K1-C9 

BLASTX 

g4262213 

191 

2.0e-14 

41 

93 

(AC006161) hypothetical protein [Arabidopsis thaliana] 
145853 

LIB3168-066-P1-K1-D1 

BLASTX 

gl!2682 

585 

1.0e-60 

138 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb__CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145854 

LIB3168-066-P1-K1-D10 

BLASTX 

g2129657 

323 

5.0e-30 

97 

72 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (254165) oleosin 
[Arabidopsis thaliana] 

145855 

LIB3168-066-P1-K1-D11 

BLASTX 

gl628583 

574 

2.0e-59 

143 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CA&L6892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145856 

LIB3168-066-P1-K1-D12 



18214 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3063445 

296 

9.0e-27 

109 
55 

(AC003981) 



F22013.7 [Arabidopsis thaliana] 



145857 

LIB3168-066-P1-K1-D2 

BLASTX 

gll2682 

216 

4.0e-57 

125 
88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


145858 


Seq. ID 


LIB3168-066-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g585922 


BLAST score 


411 


E value 


3.0e-4G 


Match length 


147 


% identity 


61 


NCBI Description 


DNA-DIRECTED RNA POLYMERASE BETA" CHAIN 


Seq. No. 


145859 


Seq. ID 


LIB3168-066-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2129659 


BLAST score 


354 


E value 


1.0e-33 


Match length 


114 


% identity 


61 


NCBI Description 


oleosin, isoform 21K - Arabidopsis thaliana 




(L40954) oleosin [Arabidopsis thaliana] 


Seq. No. 


145860 


Seq. ID 


LIB3168-066-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


g2842474 


BLAST score 


55 


E value 


5.0e-22 


Match length 


238 


% identity 


89 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC 




(ESSAII project) 


Seq. No. 


145861 


Seq. ID 


LIB3168-066-P1-K1-D6 


Method 


BLASTX 



clone F20O9 



18215 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145862 

LIB3168-066-P1-K1-D7 

BLASTX 

gll2681 

644 

1.0e-67 

126 
99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145863 

LIB3168-066-P1-K1-D8 

BLASTX 

gll2681 

511 

5.0e-52 

131 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145864 

LIB3168-066-P1-K1-E10 

BLASTN 

g3985931 

417 

0.0e+00 

429 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K21H1, complete sequence [Arabidopsis thaliana] 



TAC clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145865 

LIB3168-066-P1-K1-E11 

BLASTX 

gll2682 

657 

4.0e-69 

144 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 



1821$ 



CI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145866 

LIB3168-066-P1-K1-E12 

BLASTX 

,g384341 

205 

4.0e-16 

101 

43 

major storage protein [Theobroma cacao] 
145867 

LIB3168-066-P1-K1-E2 

BLASTX 

gl22781 

454 

2.0e-45 

120 

72 

POTENTIAL HEME-BINDING PROTEIN PRECURSOR (ORF 229) 

>gi_82210_pir A05198 hypothetical protein 229 - common 

tobacco chloroplast >gi_11844_emb_CAA77364_ (Z00044) 
hypothetical protein [Nicotiana tabacum] 
>gi_225212_prf 1211235AT ORF 229 [Nicotiana tabacum] 



Seq. No. 


145868 


Seq. ID 


LIB3168-066-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g4454009 


BLAST score 


276 


E value 


2.0e-24 


Match length 


117 


% identity 


55 


NCBI Description 


(AL035396) putative prot 


Seq. No. 


145869 


Seq. ID 


LIB3168-066-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


610 


E value 


1.0e-63 


Match length 


141 


% identity 


82 


NCBI Description 


12 S SEED STORAGE PROTEIN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



ECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145870 

LIB3168-066-P1-K1-E5 

BLASTX 

g2459446 



18217 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



CI 



681 

6.0e-72 

145 

90 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145871 

LIB3168-066-P1-K1-E6 

BLASTX 

g4210330 

422 

1.0e-41 

83 

100 

(AJ223802) 2-oxoglutarate dehydrogenase, 
[Arabidopsis thaliana] 



El subunit 



145872 

LIB3168-066-P1-K1-E7 

BLASTX 

gl628583 

565 

2.0e-58 

141 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145873 

LIB3168-066-P1-K1-E8 

BLASTX 

g729486 

183 

2.0e-13 

102 

42 

PRE-RRNA PROCESSING PROTEIN FHL1 >gi_626950_pir S43738 

transcription activator FHL1 - yeast (Saccharomyces 
cerevisiae) >gi_454255_emb_CAA82202_ (Z28348) Fhllp 
[Saccharomyces cerevisiae] >gi_914975 (U32445) Pre-rRNA 
processing protein Fhll (Swiss Prot. accession number 
P39521) [Saccharomyces cerevisiae] 

145874 

LIB3168-066-P1-K1-F1 

BLASTX 

g2851581 

655 

7.0e-69 

145 

88 

DNA- DIRECTED RNA POLYMERASE BETA CHAIN 
>gi_2196464_emb_CAA74024_ (Y13690) DNA-dependent RNA 
polymerase subunit beta [Arabidopsis thaliana] 



18218 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145875 

LIB3168-066-P1-K1-F11 

BLASTX 

gl628583 

173 

2.0e-12 

62 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145876 

LIB3168-066-P1-K1-F12 

BLASTX 

g4204298 

526 

9.0e-54 

120 

85 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



145877 

LIB3168-066-P1-K1-F3 
BLASTX 
gll2739 
553 

7.0e-57 
144 
76 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68854_pir 



2 PRECURSOR (2S ALBUMIN STORAGE 

_ _ NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

145878 

LIB3168-066-P1-K1-F5 

BLASTX 

gl!2682 

595 

8.0e-62 

138 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis tKaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



145879 

LIB3168-066-P1-K1-F6 

BLASTX 

g!628583 



18219 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145880 

LIB3168-066-P1-K1-F7 

BLASTX 

gl628583 

617 

2.0e-64 

119 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



145881 

LIB3168-066-P1-K1-F8 

BLASTX 

g3063693 

252 

1.0e-21 

45 

100 

(AL022537) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145882 

LIB3168-066-P1-K1-F9 

BLASTX 

gl628583 

587 

7.0e-61 

146 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



145883 

LIB3168-066-P1-K1-G1 

BLASTX 

g267069 

613 

6.0e-64 

113 

100 

TUBULIN ALPHA- 2 / AL PHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

145884 

LIB3168-066-P1-K1-G10 



18220 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



BLASTX 

g4630748 

58 

2.0e-13 

46 

89 

(AC007236) 
thaliana] 



putative anion exchange protein 3 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145885 

LIB3168-066-P1-K1-G11 

BLASTX 

gl628583 

642 

2.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145886 

LIB3168-066-P1-K1-G12 

BLASTX 

gll2743 

367 

3.0e-35 

98 

73 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi__166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi__4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

145887 

LIB3168-066-P1-K1-G3 

BLASTX 

g4263525 

571 

5.0e-59 

133 

85 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 

145888 

LIB3168-066-P1-K1-G4 

BLASTN 

g3548797 

380 

0.0e+00 

401 

98 

Arabidopsis thaliana chromosome II BAC T18E12 genomic 



18221 



sequence, complete sequence [Arabidopsis thaliana] 



beq. No. 


1 / RQQ Q 
13 DOO y 


Seq. ID 


LIB3168-066-P1-K1-G5 


Method 


BLASTX 


NCBI GI 




BLAST score 




E value 


1 . Oe-5 / 


Match length 


1U4 


% identity 


1 C\C\ 

1UU 


NCBI Description 


(ALuzlbo/) RNase L inniDitor [Araoiaops 


beq. jno . 


x^oo y u 


beq. lu 


ItllDOlOu UOO ITl i\l uD 


Method 


BLASTX 


NCBI GI 


gll2741 


BLAST score 


516 


E value 


1.0e-52 


Match length 


95 


% identity 


100 


NCBI Description 


2S SEED STORAGE PROTEIN 3 PRECURSOR (2S 



PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb__CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145891 

LIB3168-066-P1-K1-G7 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145892 

LIB3168-066-P1-K1-G9 

BLASTX 

g4204298 

519 

6.0e-53 

117 

85 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



Seq . No . 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



145893 

LIB3168-066-P1-K1-H1 

BLASTX 

gl628583 

752 

3.0e-80 



18222 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. .No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



II 

146 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145894 

LIB3168-066-P1-K1-H10 

BLASTX 

g!628583 

678 

1.0e-71 

141 
93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145895 

LIB3168-066-P1-K1-H11 

BLASTX 

g2160158 

424 

8.0e-42 

98 

84 

(AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG__XENLA) . ESTs gbJT20564 , gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 

145896 

LIB3168-066-P1-K1-H12 

BLASTX 

gl628583 

741 

6.0e-79 

142 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145897 

LIB3168-066-P1-K1-H2 

BLASTX 

gl628583 

606 

4.0e-63 

147 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145898 

LIB3168-066-P1-K1-H3 
BLASTX 



18223 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g480450 
446 

2.0e-44 

101 

89 

ketol-acid reductoisomerase (EC 1.1.1.86) 
thaliana >gi_402552_emb_CAA4 9506_ (X69880) 
reductoisomerase [Arabidopsis thaliana] 



- Arabidopsis 
ketol-acid 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



145899 

LIB3168-066-P1-K1-H4 

BLASTX 

gll3026 

457 

9.0e-46 

103 

87 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 

isocitrate lyase [Brassica napus] 

145900 

LIB3168-066-P1-K1-H7 

BLASTN 

g4691223 

223 

1.0e-122 

427 
98 

Arabidopsis thaliana DNA chromosome 3, BAC clone F4F15 
(ESSA project) 

145901 

LIB3168-066-P1-K1-H8 

BLASTX 

g4510348 

632 

4.0e-66 

126 

96 

(AC0 06921) unknown protein [Arabidopsis thaliana] 
145902 

LIB3168-067-P1-K1-A10 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18224 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145903 

LIB3168-067-P1-K1-A11 

BLASTX 

gll2741 

764 

2.0e-81 

164 

88 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145904 

LIB3168-067-P1-K1-A12 

BLASTX 

g4314378 

837 

4.0e-90 

160 

99 

(AC006232) putative lipase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145905 

LIB3168-067-P1-K1-A2 

BLASTN 

g2842474 

47 

2.0e-17 

146 

40 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F20O9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145906 

LIB3168-067-P1-K1-A3 

BLASTX 

gll2681 

511 

3.0e-52 

99 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



145907 

LIB3168-067-P1-K1-A4 

BLASTX 

g544122 

389 



18225 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Descripti 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



2.0e-37 

84 

90 

APOCYTOCHROME F PRECURSOR >gi_629599jpir S45661 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
cytochrome f precursor - turnip chloroplast 
>gi_441282_emb_CAA54307__ (X77011) cytochrome f [Brassica 
rapa] 

145908 

LIB3168-067-P1-K1-A5 

BLASTX 

g!345973 

540 

5.0e-71 

148 

87 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882__pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj__BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

145909 

LIB3168-067-P1-K1-A6 

BLASTX 

gll2681 

402 

2.0e-39 

107 

76 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145910 

LIB3168-067-P1-K1-A8 

BLASTN 

g4512656 

159 

3.0e-84 

292 

85 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

145911 

LIB3168-067-P1-K1-A9 

BLASTX 

gll2741 

840 



18226 



E value 
Match length 
% identity 
NCBI Description 



2.0e-90 

157 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145912 

LIB3168-067-P1-K1-B1 

BLASTX 

g82051 

212 

4.0e-17 

92 

49 

lipid body-associated membrane protein - carrot 
>gi_259453_bbs_117620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota=carrots, var Juwarot, Peptide, 
180 aa] [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145913 

LIB3168-067-P1-K1-B10 

BLASTX 

gll2682 

232 

3.0e-85 

158 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



145914 

LIB3168-067-P1-K1-B12 

BLASTX 

gll2737 

560 

1.0e-57 

137 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145915 

LIB3168-067-P1-K1-B2 
BLASTX 



18227 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g!12682 
741 

6.0e-79 

146 

97 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145916 

LIB3168-067-P1-K1-B4 

BLASTX 

gll2681 

872 

3.0e-94 

176 
98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi__808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145917 

LIB3168-067-P1-K1-B5 

BLASTX 

gll2681 

619 

1.0e-64 

124 
99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145918 

LIB3168-067-P1-K1-B6 

BLASTN 

g3492855 

116 

1.0e-58 

209 

97 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence [Arabidopsis thaliana] 

145919 

LIB3168-067-P1-K1-B8 

BLASTX 

g4490704 

813 

3.0e-87 
163 



18228 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(AL035680) putative protein [Arabidopsis thaliana] 
145920 

LIB3168-067-P1-K1-C1 

BLAST N 

g3449331 

410 

0.0e+00 

455 

32 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNC17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145921 

LIB3168-067-P1-K1-C10 

BLASTN 

g3108025 

388 

0.0e+00 

508 

89 

Arabidopsis thaliana chromosome 1 
sequence [Arabidopsis thaliana] 



BAC T13D8, complete 



145922 

LIB3168-067-P1-K1-C11 

BLASTX 

gll2682 

795 

3.0e-85 

152 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



145923 

LIB3168-067-P1-K1-C12 

BLASTN 

g2924729 

250 

1.0e-138 

441 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNA5, complete sequence [Arabidopsis thaliana] 

145924 

LIB3168-067-P1-K1-C2 

BLASTX 

gl628583 

741 

7.0e-79 
155 



PI clone 



18229 



II 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145925 

LIB3168-067-P1-K1-C3 

BLASTX 

gll2682 

793 

6.0e-85 

164 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145926 

LIB3168-067-P1-K1-C5 

BLASTX 

gll2739 

357 

5.0e-34 

109 

68 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

145927 

LIB3168-067-P1-K1-C6 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145928 

LIB3168-067-P1-K1-C7 

BLASTX 

gl906830 

731 

9.0e-78 

143 

99 

(Y11829) heat shock protein [Arabidopsis thaliana] 



18230 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145929 

LIB3168-067-P1-K1-C8 

BLASTX 

g464987 

702 

3.0e-74 

148 

88 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 (UBIQUITIN-PROTEIN 
LIGASE 10) {UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi_297878_einb_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145930 

LIB3168-067-P1-K1-C9 

BLASTN 

g!6231 

87 

9.0e-42 

99 

97 

Arabidopsis CRA1 gene for 12S seed storage protein 
>gi_166675_gb_M37247_ATHCRAlAA A. thaliana 12S storage 
protein CRA1 gene, exons 1-4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145931 

LIB3168-067-P1-K1-D1 

BLASTX 

g4426939 

421 

1.0e-41 

85 

99 

(AF118824) senescence-associated protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145932 

LIB3168-067-P1-K1-D10 

BLASTX 

gll2737 

624 

3.0e-65 

146 

82 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



145933 

LIB3168-067-P1-K1-D11 



18231 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4204299 

764 

1.0e-81 

167 
89 

(AC003027) 



lcl_prt_seq No definition line found 



[Arabidopsis thaliana] 
145934 

LIB3168-067-P1-K1-D12 

BLASTX 

gll2681 

638 

7.0e-67 

144 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145935 

LIB3168-067-P1-K1-D3 

BLASTX 

g2129767 

901 

1.0e-97 

174 
98 

vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi_1805364_dbj_RAA09615_ 
(D61394) beta-VPE [Arabidopsis thaliana] 

145936 

LIB3168-067-P1-K1-D4 

BLASTN 

g4757414 

453 

0.0e+00 

453 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24 , complete sequence 

145937 

LIB3168-067-P1-K1-D5 

BLASTX 

g2129657 

283 

4.0e-37 

136 

73 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877__ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 



18232 



II 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145938 

LIB3168-067-P1-K1-D6 

BLASTX 

gll2741 

362 

1.0e-34 

67 
100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi__4490712_emb__CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145939 

LIB3168-067-P1-K1-D7 

BLASTX 

gll2737 

722 

1.0e-76 

163 

■84 ' ' , 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S. ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145940 

LIB3168-067-P1-K1-D8 

BLASTX 

gll2737 

727 

3.0e-77 

164 

84 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



145941 

LIB3168-067-P1-K1-D9 

BLASTX 

gll2681 

615 

4.0e-64 
160 



18233 



% identity 

NCBI Description 



80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



beg. no. 


145942 




C orr TP) 


LIB3168-067-P1-K1-E1 




Method 


BLASTX 






g2702272 






375 




E value 


6.0e-36 




riaucn jLenyi_.il 


99 




% identity 


34 




NCBI Description 


(AC003033) hypothetical protein 


Seq. No. 


145943 




Seq. ID 


LIB3168-067-P1-K1-E11 




Method 


BLASTN 




NCBI GI 


g3292807 




BLAST score 


280 




E value 


1.0e-156 




Match length 


470 




% identity 


95 




NCBI Description 


Arabidopsis thaliana DNA 


chromos 




(ESSAII project) 




Seq* No. 


145944 




Seq. ID 


LIB3168-067-P1-K1-E12 




Method 


BLASTN 




XT/TIT /~i T 

NCBI GI 


g4220510 




BLAST score 


119 




E value 


2.0e-60 




TUT o 4~ 1 r*i 

i v j.aucn JLeny uii 


221 




% identity 


100 




NCBI Description 


Arabidopsis thaliana DNA 


chromos 




(ESSAII project) 




Seq. No. 


145945 




Seq. ID 


LIB3168-067-P1-K1-E2 




Method 


BLASTX 




NCBI GI 


g2129657 




BLAST score 


423 




E value 


1.0e-41 




Match length 


120 




% identity 


75 





F22K18 



NCBI Description 



oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



145946 

LIB3168-067-P1-K1-E3 

BLASTX 

gll2743 

365 



18234 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-35 

121 

62 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68856_pir NWMU4 2S albumin 4 precursor - 

Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi__395202_emb_CAA808 69_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1__ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

145947 

LIB3168-067-P1-K1-E4 

BLASTX 

gll2681 

728 

2.0e-77 

163 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi__808936_emb__CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145948 

LIB3168-067-P1-K1-E6 

BLASTN 

g4263038 

446 

0.0e+00 

510 

96 

Arabidopsis thaliana BAC T5L23 from chromosome IV, near 19 
cM, complete sequence [Arabidopsis thaliana] 

145949 

LIB3168-067-P1-K1-E8 

BLASTX 

g2864609 

223 

3.0e-18 

87 

51 

(AL021811) putative protein [Arabidopsis thaliana] 
>gi_4049337_emb_CAA22562_ (AL034567) putative protein 
[Arabidopsis thaliana] 

145950 

LIB3168-067-P1-K1-F10 

BLASTX 

gl628583 

421 

2.0e-41 

109 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



18235 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145951 

LIB3168-067-P1-K1-F11 

BLASTN 

g3869071 

416 

0.0e+00 

416 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MIL23, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145952 

LIB3168-067-P1-K1-F12 

BLASTX 

gll2737 

663 

1.0e-69 

155 

82 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__395204_emb_CAA80870_ 
(224745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710__emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145953 

LIB3168-067-P1-K1-F2 

BLASTX 

gll2682 

681 

8.0e-72 

155 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor {CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145954 

LIB3168-067-P1-K1-F4 

BLASTN 

gl354467 

145 

1.0e-75 

153 

99 

Arabidopsis thaliana Ul snRNP 7 OK protein gene, complete 
cds 



Seq. No. 
Seq. ID 



145955 

LIB3168-067-P1-K1-F5 



18236 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4415917 

625 

9.0e-77 

162 

69 

(AC006282) putative protein containing zinc finger domain 
[Arabidopsis thaliana] 

145956 

LIB3168-067-P1-K1-F6 

BLASTX 

gll2739 

559 

2.0e-57 

149 

76 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 ^pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

145957 

LIB3168-067-P1-K1-F7 

BLASTX 

g3738257 

486 

5.0e-49 

112 

86 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 

145958 

LIB3168-067-P1-K1-F8 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145959 

LIB3168-067-P1-K1-F9 

BLASTX 

g!628583 

757 

1.0e-80 

156 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



18237 



II 



thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


145960 


Seq. ID 


LIB3168-067-P1-K1-G11 


Method 


t-> T 7V CrpV 

BLASTX 


NCBI GI 


g2245032 


BLAST score 


213 


E value 


0 . Ue-l / 


Match length 


95 


% identity 


47 


NCBI Description 


(Z97342) gibberellin oxidase homolog [Arabidopsis thaliana] 


Seq. No. 


145961 


Seq. ID 


LIB3168-067-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


gll69476 


BLAST score 


633 


E value 


3. Oe-66 


Match length 


121 


% identity 


100 


NCBI Description 


ELONGATION FACTOR 1 -ALPHA {EF-1 -ALPHA) (VITRONECTIN-LIKE 




ADHESION PROTEIN 1) (PVN1) >gi__439577 (U04632) 




vitronectin-like adhesion protein [Nicotiana tabacum] 


Seq. No. 


145962 : 


Seq. ID 


LIB3168-067-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


679 


E value 


1.0e-71 


Match length 


158 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__erab_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145963 

LIB3168-067-P1-K1-G5 

BLASTX 

gl628583 

558 

2.0e-57 

118 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145964 

LIB3168-067-P1-K1-G6 

BLASTN 

g2894557 

323 

0.0e+00 



18238 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone T805 
(ESSAII project) 

145965 

LIB3168-067-P1-K1-G7 

BLASTX 

g!19143 

791 

3.0e-87 

164 

100 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

145966 

LIB3168-067-P1-K1-H1 

BLASTX 

g2129767 

729 

2.0e-77 

156 

88 

vacuolar processing enzyme {EC 3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi__1805364__dbj_BAA09615_ 
(D61394) beta-VPE [Arabidopsis thaliana] 

145967 

LIB3168-067-P1-K1-H10 

BLASTN 

g4199934 

340 

0.0e+00 

364 

100 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

145968 

LIB3168-067-P1-K1-H11 

BLASTX 

gl628583 

596 

7.0e-62 

120 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495 emb CAA16892 (AL021749) 12S 



18239 



II 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145969 

LIB3168-067-P1-K1-H12 

BLASTX 

gll2681 

638 

8.0e-67 

147 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145970 

LIB3168-067-P1-K1-H2 

BLASTX 

gll2682 

652 

2.0e-68 

149 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145971 

LIB3168-067-P1-K1-H3 

BLASTX 

g2129657 

430 

2.0e-42 

119 

76 

oleosin isoform - Arabidopsis thaliana 
>gi__987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi__987016__emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145972 

LIB3168-067-P1-K1-H4 

BLASTX 

g 4454043 

347 

1.0e-32 
145 

48 * 

(AL035394) putative receptor kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



145973 

LIB3168-067-P1-K1-H5 

BLASTN 

g3510345 



18240 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



295 

1.0e-165 

359 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNJ8, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145974 

LIB3168-067-P1-K1-H7 

BLASTX 

g4455210 

378 

2.0e-36 

131 

66 

(AL035440) putative aspartate-tRNA ligase [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145975 

LIB3168-067-P1-K1-H9 

BLASTN 

g3033373 

292 

1.0e-163 

368 
98 

Arabidopsis thaliana chromosome II BAC F19I3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

145976 

LIB3168-068-P1-K1-A1 

BLASTX 

g544424 

434 

5.0e-43 

85 

99 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_419755__pir S3 01 4 7 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_emb_CAA78711__ (Z14 987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145977 

LIB3168-068-P1-K1-A10 

BLASTX 

gl628583 

630 

5.0e-66 

127 
95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_ento_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18241 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145978 

LIB3168-068-P1-K1-A11 

BLASTX 

g!169476 

636 

1.0e-66 

124 
98 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) ( VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVN1) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 

145979 

LIB3168-068-P1-K1-A2 

BLASTX 

gl628583 

652 

1.0e-68 

127 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145980 

LIB3168-068-P1-K1-A3 

BLASTX 

gll2741 

702 

2.0e-74 

132 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



145981 

LIB3168-068-P1-K1-A4 

BLASTX 

gl628583 

603 

9.0e-63 

117 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145982 

LIB3168-068-P1-K1-A5 

BLASTX 

gll2682 

551 



18242 



II 



E value 
Match length 
% identity 
. NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



1.0e-56 

115 
90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

145983 

LIB3168-068-P1-K1-A6 

BLASTX 

gl!2681 

604 

7.0e-63 

139 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145984 

LIB3168-068-P1-K1-A7 

BLASTN 

g2337888 

346 

0.0e+00 

357 

99 

Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 

145985 

LIB3168-068-P1-K1-A8 

BLASTX 

gll2739 

457 

1.0e-45 

114 

79 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb__CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB3884 5.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

145986 

LIB3168-068-P1-K1-A9 

BLASTX 

gl628583 

323 

3.0e-30 
90 



18243 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



76 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145987 

LIB3168-068-P1-K1-B1 

BLASTX 

g!628583 

574 

2.0e-59 

137 
82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145988 

LIB3168-068-P1-K1-B10 

BLASTX 

gll2737 

596 

6.0e-62 

140 

84 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE ' 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145989 

LIB3168-068-P1-K1-B11 

BLASTX 

gll2741 

511 

2.0e-56 

133 

82 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi__395201__emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

145990 

LIB3168-068-P1-K1-B12 

BLASTX 

gl628583 

604 

7.0e-63 

120 

97 



18244 



II 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145991 

LIB3168-068-P1-K1-B2 

BLASTX 

gll2681 

548 

3.0e-56 

147 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir SO 850 9 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

145992 

LIB3168-068-P1-K1-B3 

BLASTX 

gl628583 

621 

7.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145993 

LIB3168-068-P1-K1-B4 

BLASTX 

gl079136 

168 

1.0e-ll 

54 

56 

RNA-binding protein cabeza - fruit fly (Drosophila 
melanogaster) >gi_532788 (U13178) RNA binding protein 
[Drosophila melanogaster] >gi_567106 (L37083) RNA binding 
protein [Drosophila melanogaster] 

145994 

LIB3168--068-P1-K1-B5 

BLASTX 

gl!2737 

406 

1.0e-39 

138 

62 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 



18245 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor [Arabidopsis thaliana] 
145995 

LIB3168-Q68-P1-K1-B6 

BLASTX 

gll2737 

562 

6.0e-58 

118 

90 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145996 

LIB3168-068-P1-K1-B7 

BLASTX 

g!12737 

566 

2.0e-58 

123 

88 

2S SEED STORAGE PROTEIN 1 PRECURSOR {23 ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb__CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

145997 

LIB3168-068-P1-K1-B8 

BLASTX 

gl628583 

631 

4.0e-66 

124 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28 424 95_emb_CAAl 68 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

145998 

LIB3168--068-P1-K1-B9 

BLASTX 

gl628583 

584 

2.0e-60 

147 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18246 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145999 

LIB3168-068-P1-K1-C1 

BLASTX 

gl628583 

621 

7.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


146000 

*j> ^ \y \j \j \j 


Seq. ID 


LIB3168-068-P1-K1 


Method 


BLASTX 


NCBI GI 


g484640 


BLAST score 


169 


E value 


8.0e-12 


Match length 


31 


% identity 


97 


NCBI Description 


2S albumin, AT2S5 


Seq. No. 


146001 


Seq. ID 


LIB3168--068-P1-K1 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


611 


E value 


1.0e-63 


Match length 


141 


% identity 


84 


NCBI Description 


12S SEED STORAGE 



[fragment) 



cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146002 

LIB3168-068-P1-K1-C2 

BLASTX 

g!628583 

620 

9.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



146003 

LIB3168-068-P1-K1-C4 

BLASTX 

gll2737 

571 

5.0e-59 

142 

79 



18247 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. , 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146004 

LIB3168-068-P1-K1-C5 

BLASTX 

gll2737 

250 

2.0e-21 

111 
50 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb__CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146005 

LIB3168-068-P1-K1-C6 

BLASTX 

gll2741 

688 

1.0e-72 

135 

95 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146006 

LIB3168-068-P1-K1-C7 

BLASTX 

gll2681 

564 

3.0e-58 

134 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604 jpir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



146007 

LIB3168-068-P1-K1-C8 
BLASTX 



18248 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl854581 
224 

1.0e-18 

68 
66 

(L24120) peroxidase precursor [Linum usitatissimum] 
146008 

LIB3168-068-P1-K1-D1 

BLASTX 

g!628583 

205 

5.0e-16 

153 
42 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_erab_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146009 

LIB3168-068-P1-K1-D10 

BLASTX 

gll2681 

721 

1.0e-76 

143 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146010 

LIB3168-068-P1-K1-D11 

BLASTX 

gll2681 

597 

5.0e-62 

139 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146011 

LIB3168-068-P1-K1-D12 

BLASTX 

gl628583 

43 

2.0e-44 

112 

86 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 



18249 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146012 

LIB3168-068-P1-K1-D2 

BLASTN 

g4519191 

423 

0.0e+00 

433 

99 

Arabidopsis thaliana genomic DNA, 
K9P8, complete sequence 



chromosome 5, TAC clone 



146013 

LIB3168-068-P1-K1-D4 

BLASTX 

gll2681 

604 

7.0e-63 

140 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146014 

LIB3168-068-P1-K1-D5 

BLASTX 

gll2682 

627 

1.0e-65 

138 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146015 

LIB3168-068-P1-K1-D6 

BLASTN 

g2182287 

414 

0.0e+00 

429 

99 

Genomic sequence for Arabidopsis thaliana BAC T7N9, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



146016 

LIB3168-068-P1-K1-D7 

BLASTX 

gll2741 

614 



18250 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



4.0e-64 

120 

97 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146017 

LIB3168-068-P1-K1-D9 

BLASTX 

gll2741 

554 

4.0e-57 

107 

95 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb__CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146018 

LIB3168-068-P1-K1-E1 

BLASTX 

gl628583 

619 

1.0e-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146019 

LIB3168-068-P1-K1-E10 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146020 

LIB3168-068-P1-K1-E11 

BLASTX 

gl628583 

617 

2.0e-64 



18251 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



• 

120 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146021 

LIB3168-068-P1-K1-E12 

BLASTX 

gll2682 

567 

1.0e-58 

138 
79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146022 

LIB3168-068-P1-K1-E2 

BLASTX 

gl628583 

653 

1.0e-68 

126 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146023 

LIB3168-068-P1-K1-E3 

BLASTX 

gll2681 

607 

3.0e-63 

141 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146024 

LIB3168-068-P1-K1-E5 

BLASTX 

gl628583 

597 

4.0e-62 - - 

120 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18252 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



146025 

LIB3168-068-P1-K1-E6 

BLASTX 

gll2741 

728 

2.0e-77 

137 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146026 

LIB3168-068-P1-K1-E7 

BLASTX 

gl628583 

578 

8.0e-60 

119 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146027 

LIB3168-068-P1-K1-E8 

BLASTX 

gl628583 

614 

5.0e-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146028 

LIB3168-068-P1-K1-E9 

BLASTX 

gl628583 

613 

6.0e-64 

120 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146029 

LIB3168-068-P1-K1-F1 

BLASTX 

gll2682 



18253 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



615 

4.0e-64 

143 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146030 

LIB3168-068-P1-K1-F10 

BLASTX 

g2129657 

293 

2.0e-26 

120 

57 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi__987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146031 

LIB3168-068-P1-K1-F11 

BLASTX 

gl628583 

600 

2.0e-62 

120 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146032 

LIB3168-068-P1-K1-F12 

BLASTX 

g!628583 

618 

2.0e-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146033 

LIB3168-068-P1-K1-F2 

BLASTX 

gll2682 

619 

1.0e-64 

143 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 



18254 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146034 

LIB3168-068-P1-K1-F3 

BLASTX 

g2129767 

700 

4.0e-74 

140 

94 

vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi_1805364_dbj_BAA09615_ 
(D61394) beta-VPE [Arabidopsis thaliana] 

146035 

LIB3168-068-P1-K1-F4 

BLASTX 

gl628583 

402 

3.0e-39 

128 

68 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146036 

LIB3168-068-P1-K1-F6 

BLASTX 

gl628583 

621 

7.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



146037 

LIB3168-068-P1-K1-F7 

BLASTX 

g!628583 

543 

9.0e-56 

118 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb__CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146038 

LIB3168-068-P1-K1-F8 

BLASTX 

g3834314 

560 



18255 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-62 

134 

87 

(AC005679) Similar to gene piOlO glycosyltransf erase 
gi_2257490 from S. pombe clone 1750 gb_AB004534. ESTs 
gb_T46079 and gb_AA394 4 66 come from this gene. [Arabidopsis 
thaliana] 



146039 

LIB3168-068-P1-K1-F9 
BLASTX 
gll2737 
582 

3.0e-60 
140 
81 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68853_pir 



1 PRECURSOR {2S ALBUMIN STORAGE 
_NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 25 subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb__CAA80870_ 
(224745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146040 

LIB3168-068-P1-K1-G1 

BLASTX 

gll2681 

587 

7.0e-61 

114 
97 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146041 

LIB3168-068-P1-K1-G11 

BLASTX 

g3242075 

680 

8.0e-72 

142 
94 

(Z97059) S-adenosyl-L-homocysteine hydrolase [Arabidopsis 
thaliana] 

146042 

LIB3168-068-P1-K1-G12 

BLASTX 

g!628583 

178 

2.0e-39 

96 

86 



18256 



NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146043 

LIB3168-068-P1-K1-G4 

BLASTX 

g!628583 

306 

6.0e-28 

60 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146044 

LIB3168-068-P1-K1-G5 

BLASTX 

g!628583 

400 

6.0e-39 

114 

72 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


146045 


Seq. ID 


LIB3168-068-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3256066 


BLAST score 


399 


E value 


8.0e-39 


Match length 


99 


% identity 


83 


NCBI Description 


(Y13987) chloroplast 


Seq. No. 


146046 


Seq. ID 


LIB3168-068-P1-K1-G7 


Method 


BLASTN 


NCBI GI 


g2264310 


BLAST score 


285 


E value 


1.0e-159 


Match length 


420 


% identity 


91 


NCBI Description 


Arabidopsis thaliana 




MKP11, complete sequ< 


Seq. No. 


146047 


Seq. ID 


LIB3168-068-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


613 


E value 


5.0e-64 


Match length 


120 


% identity 


99 



PI clone: 



18257 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146048 

LIB3168-068-P1-K1-G9 

BLASTX 

gll2741 

718 

3.0e-76 

136 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146049 

LIB3168-068-P1-K1-H10 

BLASTX 

gll2741 

200 

7.0e-16 

65 

63 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_j>ir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146050 

LIB3168-068-P1-K1-H11 

BLASTX 

gll2681 

48 

1.0e-60 

138 
89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936__emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



146051 

LIB3168-068-P1-K1-H12 

BLASTX 

gll2682 

616 

3.0e-64 
143 



18258 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937__emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146052 

LIB3168-068-P1-K1-H2 

BLASTX 

gll2681 

573 

3*0e-59 

114 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir SO 8 5 09 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808 936__emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146053 

LIB3168-068-P1-K1-H3 

BLASTX 

gl628583 

602 

1.0e-62 

120 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


146054 


Seq. ID 


LIB3168-068-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4455351 


BLAST score 


348 


E value 


7.0e-33 


Match length 


118 


% identity 


60 


NCBI Description 


{AL035524") putative protein [Arabidopsis thaliana] 


Seq. No. 


146055 


Seq. ID 


LIB3168-068-P1-K1-H5 


Method 


BLASTN 


NCBI GI 


g3176701 


BLAST score 


424 


E value 


0.0e+00 


Match length 


434 - jmr ? 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T20K24 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


146056 


Seq. ID 


LIB3168-068-P1-K1-H6 


Method 


BLASTX 



18259 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll2682 
577 

8.0e-60 

124 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146057 

LIB3168-068-P1-K1-H7 

BLASTX 

gll2741 

669 

2.0e-70 

124 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 


146058 


Seq. ID 


LIB3168-068-P1-K1-H8 


Method 


BLASTN 


NCBI GI 


g725259 


BLAST score 


79 


E value 


4.0e-37 


Match length 


87 


% identity 


98 


NCBI Description 


Arabidopsis thaliana oleosin mRNA, 


Seq. No. 


146059 


Seq. ID 


LIB3168-068-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


608 


E value 


2.0e-63 


Match length 


124 


% identity 


98 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR 



cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

Seq. No. 146060 

Seq. ID LIB3168-069-P1-K1-A1 

Method BLASTX 

NCBI GI gll2737 

BLAST score 378 

E value 1.0e-36 



18260 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



102 
74 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146061 

LIB3168-069-P1-K1-A10 

BLASTX 

g!628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146062 

LIB3168-069-P1-K1-A11 

BLASTX 

gl628583 

204 

4.0e-16 

54 

74 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146063 

LIB3168-069-P1-K1-A12 

BLASTN 

g4539378 

426 

0.0e+00 

451 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A21 
(ESSA project) 

146064 

LIB3168-069-P1-K1-A5 

BLASTX 

gl628583 

525 

1.0e-53 

105 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18261 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146065 

LIB3168-069-P1-K1-A6 

BLASTX 

g4218963 

175 

2.0e-12 

30 
100 

(AFO 93672) xyloglucan endotransglycosylase [Arabidopsis 
thaliana] >gi__4539300_emb_CAB39603 . 1_ (AL049480) putative 
xyloglucan endo-1, 4-beta-D-glucanase [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%" identity 

NCBI Description 



Seq. No. 
Seq. ID 



146066 

LIB3168-069-P1-K1-A7 

BLASTX 

gll2681 

227 

1.0e-18 

107 

50 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir SO 8 50 9 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146067 

LIB3168-069-P1-K1-A8 

BLASTX 

gll2741 

498 

1.0e-50 

98 
96 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb__CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146068 

LIB3168-069-P1-K1-A9 

BLASTX 

gl628583 

668 

2.0e-70 
141 

95 , 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146069 

LIB3168-069-P1-K1-B1 



18262 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4165340 

328 

0.0e+00 

471 

93 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

146070 

LIB3168-069-P1-K1-B10 

BLASTX 

g3738257 

263 

2.0e-42 

107 

85 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 

146071 

LIB3168-069-P1-K1-B11 

BLASTX 

g4314368 

316 

4.0e-29 

142 

46 

(AC006340) hypothetical protein [Arabidopsis thaliana] 
146072 

LIB3168-069-P1-K1-B12 

BLASTX 

g3859606 

616 

3.0e-64 

140 

86 

(AF104919) contains similarity to cysteine proteases (Pfam: 
PF00112, E=1.3e-79, N=l) [Arabidopsis thaliana] 

146073 

LIB3168-069-P1-K1-B2 

BLASTX 

gll2737 

341 

2.0e-32 

84 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



18263 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146074 

LIB3168-069-P1-K1-B3 

BLASTX 

g2129641 

582 

3.0e-60 

138 

86 

major latex protein type 
>gi_l 1 0 7 4 9 3_emb_CAA63 02 6 



1 - Arabidopsis thaliana 
(X91960) major latex protein 



typel [Arabidopsis thaliana] 
146075 

LIB3168-069-P1-K1-B5 

BLASTN 

g3894156 

155 

1.0e-81 

368 

92 

Arabidopsis thaliana chromosome II BAC T16F16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



146076 

LIB3168-069-P1-K1-B6 

BLASTX 

gl592677 

289 

6.0e-26 

117 

56 

(X91912) LEA76 homologue type2 



[Arabidopsis thaliana] 



146077 

LIB3168-069-P1-K1-B9 

BLASTX 

g4375833 

383 

7.0e-37 

150 

53 

(AL021713) receptor serine/threonine kinase-like protein 
[Arabidopsis thaliana] 

146078 

LIB3168-069-P1-K1-C10 

BLASTX 

gl628583 

558 

2.0e-57 

139 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



146079 



18264 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-069-P1-K1-C11 

BLASTX 

gll2737 

632 

5.0e-66 

164 

67 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi__68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4 490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146080 

LIB3168-069-P1-K1-C12 

BLASTX 

gl628583 

628 

1.0e-65 

123 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146081 

LIB3168-069-P1-K1-C3 

BLASTN 

g2264311 

37 

3.0e-12 

63 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLN1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



146082 

LIB3168-069-P1-K1-C5 

BLASTX 

gl628583 

314 

3.0e-29 

84 

70 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146083 

LIB3168-069-P1-K1-C6 

BLASTX 

g3928078 

387 

2.0e-37 
121 



18265 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 

(AC005770) putative protein kinase, calcium dependent 
[Arabidopsis thaliana] 

146084 

LIB3168-069-P1-K1-C7 

BLASTX 

g2651310 

811 

4.0e-87 

156 

99 

(AC002336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 

146085 

LIB3168-069-P1-K1-C8 

BLASTX 

g3548810 

195 

7.0e-15 

151 

36 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

146086 

LIB3168-069-P1-K1-C9 

BLASTN 

g4757417 

234 

1.0e-129 

267 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
T30G6, complete sequence 

146087 

LIB3168-069-P1-K1-D1 

BLASTN 

g3241926 

53 

4.0e-21 

73 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSG15, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146088 

LIB3168-069-P1-K1-D10 

BLASTX 

gll7238 

414 

1.0e-40 

124 

73 

MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR (PROTEIN 



18266 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CS/CH-42) (MG-PROTOPORPHYRIN IX CHELATASE) 

>gi_81656_pir S12785 protein ch-42 precursor, chloroplast 

- Arabidopsis thaliana >gi_1020100_emb_CAA62754__ (X91411) 
protoporphyrin-IX Mg-chetalase [Arabidopsis thaliana] 
>gi_2832653_emb_CAA16728_ (AL021710) protein ch-42 
precursor, chloroplast [Arabidopsis thaliana] 
>gi_44 90290_emb_CAB38561.1_ (X51799) chloroplast protein 

[Arabidopsis thaliana] >gi_228771_prf 1811226A ccsA gene 

[Euglena gracilis] 

146089 

LIB3168-069-P1-K1-D11 

BLASTX 

gll2682 

44 

3.0e-45 

148 
76 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248).12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146090 

LIB3168-069-P1-K1-D12 

BLASTX 

g3402711 

246 

7.0e-21 

143 

46 

(AC004261) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146091 

LIB3168-069-P1-K1-D2 

BLASTX 

gl628583 

501 

1.0e-50 

114 
87 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146092 

LIB3168-069-P1-K1-D4 

BLASTX 

gl628583 

259 

5.0e-23 

55 
89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 



18267 



cruciferin seed storage protein [Arabiciopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146093 

LIB3168-069-P1-K1-D5 

BLASTX 

gl628583 

391 

4.0e-38 

99 

76 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146094 

LIB3168-069-P1-K1-D6 

BLASTX 

gl628583 

450 

7.0e-45 

112 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146095 

LIB3168-069-P1-K1-D7 

BLASTX 

g3023848 

537 

4.0e-55 

106 

56 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN- DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146096 

LIB3168-069-P1-K1-D8 

BLASTX 

gl628583 

604 

9.0e-63 

120 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



146097 

LIB3168-069-P1-K1-D9 

BLASTN 

g4512656 

142 

6.0e-74 



18268 



Match length 

% identity 

NCBI Description 



398 
90 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 



Seq. No. 


146098 


beq. id 


Jjlb jIocj- U by— rl - JxI—HjIU 


Method 


DT Tin rpTiT 


NCBI GI 


«o ocqi m 
gzZDolU J 


nLiAoi score 


9 

Z 3Z 


E value 


1 . ue-i oj 


Match length 


O "7 O 


% identity 


yi 


iNUtsi uescripuion 


riJ.alJj.UOpS IS L-Xlclllalla. L-Illt 




partial cds 


beq. no. 


14 du y y 


Seq. ID 


LIBolbo-Uoy-Pi-Kl-hll 


Method 


r>T TV P mv 

BLASTX 




gou4 /uyz 


BLAST score 


59 


E value 


8 . Oe-15 


Match length 


lUZ 


% identity 


51 


NCBI Description 


lArUooozDj no uennicion 


Seq. No. 


146100 


Seq. ID 


LIB3168-069-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g!12682 


BLAST score 


773 


E value 


1.0e-82 


Match length 


147 


% identity 


100 


NCBI Description 


12S SEED STORAGE PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



ECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb__CAA324 94__ (X14313) 12S seed ^ 
storage protein [Arabidopsis thaliana] 

146101 

LIB3168-069-P1-K1-E2 

BLASTN 

g4512690 

406 

0.0e+00 

460 

97 

Arabidopsis thaliana chromosome II BAC F11A3 genomic 
sequence, complete sequence 

146102 

LIB3168-069-P1-K1-E3 

BLASTX 

gl335862 

139 

6.0e-09 



18269 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41 

73 

(U42608) 



clathrin heavy chain [Glycine max] 



146103 

LIB3168-069-P1-K1-E5 

BLASTX 

gl628583 

519 

8.0e-53 

151 

70 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



146104 

LIB3168-069-P1-K1-E6 

BLASTX 

gl628583 

284 

1.0e-25 

60 

88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146105 

LIB3168-069-P1-K1-E8 

BLASTX 

gll2681 

619 

1.0e-64 

124 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



146106 

LIB3168-069-P1-K1-E9 

BLASTN 

g2264309 

215 

1.0e-117 

296 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJJ3, complete sequence [Arabidopsis thaliana] 

146107 

LIB3168-069-P1-K1-F1 

BLASTN 

g!6236 



PI clone: 



18270 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

4.0e-34 

94 

96 

Arabidopsis CRB gene for 12S seed storage protein 
>gi_166677_gb_M37248_ATHCRBAA A.thaliana 12S storage 
protein CRA1 gene, exons 1-4 

146108 

LIB3168-069-P1-K1-F10 

BLASTX 

gl628583 

634 

2.0e-66 

123 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146109 

LIB3168-069-P1-K1-F11 

BLASTX 

gl628583 

627 

2.0e-65 

123 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146110 

LIB3168-069-P1-K1-F12 

BLASTX 

g2708750 

297 

6.0e-27 

124 

53 

(AC003952) 
thaliana] 



putative physical impedence protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



146111 

LIB3168-069-P1-K1-F2 

BLASTX 

g3421346 

663 

1.0e-69 

146 
90 

(AJ007723) ribosomal protein 
146112 

LIB3168-069-P1-K1-F3 

BLASTX 

g2961390 



S4 [Orobanche minor] 



18271 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



1 
538 

3.0e-60 

116 

96 

(AL022141) 
thaliana] 



beta-galactosidase like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146113 

LIB3168-069-P1-K1-F4 

BLASTX 

gll2741 

536 

5.0e-55 

106 

93 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146114 

LIB3168-069-P1-K1-F5 

BLASTX 

gl628583 

61 

2.0e-52 

125 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146115 

LIB3168-069-P1-K1-F6 

BLASTN 

gl946354 

34 

7.0e-10 

82 
94 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 

146116 

LIB3168-069-P1-K1-F9 

BLASTX 

gll2681 

419 

2.0e-41 

118 

75 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 



18272 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



146117 

LIB3168-069-P1-K1-G1 

BLASTN 

g4589439 

280 

1.0e-156 

448 
97 

Arabidopsis thaliana genomic DNA, 
MQM1, complete sequence 



chromosome 5, PI clone 



146118 

LIB3168-069-P1-K1-G10 

BLASTX 

g2129657 

428 

3.0e-42 

115 

78 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

146119 

LIB3168-069-P1-K1-G11 

BLASTX 

g!12682 

734 

5.0e-78 

153 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146120 

LIB3168-069-P1-K1-G12 

BLASTX 

g2130159 

162 

6.0e-ll 

78 
54 

hypothetical protein 85 - maize chloroplast 
>gi_902275_emb_CAA60340_ (X86563) ORF85 [Zea mays] 
>gi_902296_emb_CAA60360_ (X86563) ORF85 [Zea mays] 

146121 

LIB3168-069-P1-K1-G2 

BLASTX 

gl628583 



18273 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191 

1.0e-14 

48 

77 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146122 

LIB3168-069-P1-K1-G3 

BLASTN 

g4512656 

136 

1.0e-70 

228 

89 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146123 

LIB3168-069-P1-K1-G4 

BLASTX 

gl628583 

334 

2.0e-31 

94 

71 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146124 

LIB3168-069-P1-K1-G6 

BLASTN 

gl6472 

273 

1.0e-152 

309 

97 

A. thaliana rRNA repeat unit, most frequent IGR type 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146125 

LIB3168-069-P1-K1-G7 

BLASTX 

g!628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



146126 

LIB3168-069-P1-K1-H1 

BLASTX 

g2500376 



18274 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



509 

1.0e-51 

111 
91 

60S RIBOSOMAL PROTEIN L34 >gi_4262177_gb_AAD14494_ 
(AC005508) 23552 [Arabidopsis thaliana] 

146127 

LIB3168-069-P1-K1-H10 

BLASTX 

gll2739 

66 

1.0e-45 

137 

74 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146128 

LIB3168-069-P1-K1-H11 

BLASTX 

gl628583 

348 

3.0e-43 

122 
72 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146129 

LIB3168-069-P1-K1-H12 

BLASTX 

gl628583 

49 

4.0e-60 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146130 

LIB3168-069-P1-K1-H2 

BLASTX 

gll2682 

638 

9.0e-67 

172 

72 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 



18275 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146131 

LIB3168-069-P1-K1-H3 

BLASTX 

gl628583 

156 

2.0e-15 

83 

61 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146132 

LIB3168-069-P1-K1-H4 

BLASTX 

gl628583 

561 

1.0e-57 

157 
73 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



146133 

LIB3168-069-P1-K1-H6 

BLASTX 

gl628583 

495 

4.0e-50 

111 

83 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146134 

LIB3168-069-P1-K1-H8 

BLASTX 

g4115943 

770 

3.0e-82 

148 

98 

(AF118223) contains similarity to eukaryotic protein kinase 
domains (Pfam: PF00069, score=312.6, E=4.7e-90, N=l) and EF 
hand domains (Pfam: PF00036, score=131, E=2.1e-35, N=4) 

[Arabidopsis thaliana] 

146135 

LIB3168-069-P1-K1-H9 

BLASTX 

gll2741 



18276 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



748 

1.0e-79 

142 

99 

23 SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi__166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146136 

LIB3168-070-P1-K1-A10 

BLASTN 

g3281847 

246 

1.0e-136 

378 

99 

Arabidopsis thaliana DNA chromosome 4, BAG clone F28M20 
(ESSAII project) 

146137 

LIB3168-070-P1-K1-A11 

BLASTN 

g2058295 

57 

3.0e-23 

253 

93 

A. thaliana chloroplast ndhG gene 
146138 

LIB3168-070-P1-K1-A12 

BLASTX 

g2961377 

573 

3.0e-59 

110 

34 

(AL022141) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146139 

LIB3168-070-P1-K1-A4 

BLASTX 

gll2737 

67 

3.0e-50 

140 

78 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 



18277 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146140 

LIB3168-070-P1-K1-A5 

BLASTN 

g2264307 

98 

7.0e-48 

198 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MED24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



146141 

LIB3168-070-P1-K1-B2 

BLASTX 

gl628583 

102 

1.0e-37 

86 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146142 

LIB3168-070-P1-K1-B3 

BLASTX 

gl628583 

178 

1.0e-13 

57 

68 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146143 

LIB3168-070-P1-K1-B4 

BLASTN 

g4512656 

75 

6.0e-34 

349 

88 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

146144 

LIB3168-070-P1-K1-B5 

BLASTX 

g3831459 

314 

7.0e-29 

64 

98 



18278 



© 



NCBI Description (AC005700) putative homeobox protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146145 

LIB3168-070-P1-K1-B6 

BLASTX 

g3776578 

507 

2.0e-51 

139 
78 

(AC005388) ESTs gb_F13915 and gb_F13916 come from this 
gene. [Arabidopsis thaliana] 

146146 

LIB3168-070-P1-K1-B7 

BLASTX 

gll2682 

93 

3.0e-14 

52 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



146147 

LIB3168-070-P1-K1-B8 

BLASTN 

g3608126 

256 

1.0e-142 

290 

97 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

146148 

LIB3168-070-P1-K1-C10 

BLASTX 

gll2739 

92 

5.0e-56 

141 

82 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146149 

LIB3168-070-P1-K1-C12 
BLASTX 



18279 



fl 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll2741 
561 

7.0e-58 

103 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146150 

LIB3168-070-P1-K1-C3 

BLASTN 

g2618602 

382 

0.0e+00 

436 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146151 

LIB3168-070-P1-K1-C6 

BLASTX 

gl628583 

494 

6.0e-50 

129 

77 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146152 

LIB3168-070-P1-K1-C7 

BLASTX 

g2129657 

427 

4.0e-42 

115 

78 

oleosin isoform - Arabidopsis thaliana 
>gi__987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878__ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



146153 

LIB3168-070-P1-K1-C8 

BLASTX 

gll2681 

77 

4.0e-35 

89 

98 



18280 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146154 

LIB3168-070-P1-K1-C9 

BLASTX 

gll2737 

632 

4.0e-66 

142 

87 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146155 

LIB3168-070-P1-K1-D1 

BLASTX 

gl628583 

43 

3.0e-22 

92 

75 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146156 

LIB3168-070-P1-K1-D10 

BLASTX 

gl628583 

394 

3.0e-38 

97 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146157 

LIB3168-070-P1-K1-D2 

BLASTX 

g!072480 

71 

3.0e-58 

143 

82 

cruciferin 1 precursor 



rape 



Seq. No. 



146158 



18281 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-070-P1-K1-D4 

BLASTX 

gll2681 

186 

4.0e-14 

97 

73 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808 936_emb_CAA324 93_ (X14 312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146159 

LIB3168-070-P1-K1-D6 

BLASTX 

g!12739 

105 

2.0e~49 

139 

76 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146160 

LIB3168-070-P1-K1-D9 

BLASTN 

g3510340 

82 

9.0e-39 

113 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDN11, complete sequence [Arabidopsis thaliana] 

146161 

LIB3168-070-P1-K1-E1 

BLASTX 

gl628583 

56 

7.0e-39 

122 

73 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



146162 

LIB3168-070-P1-K1-E10 

BLASTX 

gll2741 

251 



18282 



E value 
Match length 
% identity 
NCBI Description 



4.0e-22 

55 

89 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_eitib_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 


14 Di DO 


beq. 1U 


JLilBolt>o — U / U — rl _ till 


Metnoa 


BLAST X 


NCBI GI 


g3152940 


BLAST score 


201 


E value 


i . ue-io 


Match length 


88 


% identity 


49 


NCBI Description 


(AF065483) sorting nexin 1 [Homo 


Seq. No. 


146164 


Seq. ID 


LIB3168-070-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2564114 


BLAST score 


246 


E value 


5.0e-21 


Match length 


79 


% identity 


63 


NCBI Description 


(AF000372) UDP glucose : flavonoid 




[Vitis vinifera] 


Seq. No. 


146165 



3-o-glucosyltransf erase 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-070-P1-K1-E2 

BLASTX 

g4204299 

655 

7.0e-69 

148 

87 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146166 

LIB3168-070-P1-K1-E3 

BLASTX 

g4204299 

283 

2.0e-25 

117 

52 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



146167 

LIB3168-070-P1-K1-E5 
BLASTX 



18283 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 " 
651 

2.0e-68 

138 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146168 

LIB3168-070-P1-K1-E7 

BLASTX 

g3834319 

262 

7.0e-23 

129 

48 

(AC005679) Similar to gi_2244754 heat shock transcription 
factor HSF30 homolog from Arabidopsis thaliana chromosome 4 
contig gb_Z97335. [Arabidopsis thaliana] 

146169 

LIB3168-070-P1-K1-E8 

BLASTX 

g4204299 

442 

2.0e-46 

146 

76 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

146170 

LIB3168-070-P1-K1-E9 

BLASTX 

gll2682 

82 

2.0e-63 

145 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146171 

LIB3168-070-P1-K1-F10 

BLASTN 

g3766106 

282 

1.0e-157 

442 

99 

Arabidopsis thaliana chromosome 1 BAC F9K20 sequence, 
complete sequence [Arabidopsis thaliana] 



18284 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146172 

LIB3168-070-P1-K1-F3 

BLASTX 

gll2682 

83 

2.0e-58 

146 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146173 

LIB3168-070-P1-K1-F5 

BLASTX 

gll9350 

56 

1.0e-28 

76 

95 

ENOLASE ( 2 - PHOS PHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635*l_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146174 

LIB3168-070-P1-K1-F6 

BLASTX 

gl490554 

231 

1.0e-19 

71 

68 

(U63633) S-adenosylmethionine decarboxylase 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146175 

LIB3168-070-P1-K1-F7 

BLASTX 

g4262250 

460 

5.0e-46 

96 

97 

(AC006200) putative aldolase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



146176 

LIB3168-070-P1-K1-F9 

BLASTX 

g4204299 

95 



18285 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-27 

74 

95 

(AC003027) lcl__prt_seq No definition line found 
[Arabidopsis thaliana] 

146177 

LIB3168-070-P1-K1-G10 

BLASTX 

gll2739 

227 

2.0e-21 

95 

63 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb__CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146178 

LIB3168-070-P1-K1-G11 

BLASTX 

gll2681 

504 

4.0e-51 

149 

71 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146179 

LIB3168-070-P1-K1-G5 

BLASTX 

gl628583 

102 

6.0e-38 

89 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146180 

LIB3168-070-P1-K1-G6 

BLASTN 

g2842474 

35 

1.0e-10 

106 

91 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 



18286 



{ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146181 

LIB3168-070-P1-K1-G9 

BLASTX 

g!12737 

92 

1.0e-64 

144 

76 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146182 

LIB3168-070-P1-K1-H12 

BLASTX 

gl628583 

49 

3.0e-59 

121 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146183 

LIB3168-070-P1-K1-H4 

BLASTX 

gl531762 

189 

3.0e-14 

51 

73 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

146184 

LIB3168-070-P1-K1-H9 

BLASTX 

g!628583 

113 

8.0e-60 

119 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



146185 

LIB3168-071-P1-K1-A1 

BLASTX 

g461838 



18287 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 

1.0e-01 

69 
84 

CRUCIFERIN PGCRURSE5 PRECURSOR (US GLOBULIN) (12S STORAGE 

PROTEIN) >gi_282895_pir S26223 cruciferin - radish 

>gi__21118_emb_CAA42478_ (X59808) cruciferin [Raphanus 
sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146186 

LIB3168-071-P1-K1-A10 

BLASTX 

gl628583 

151 

2.0e-10 

59 
54 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



146187 

LIB3168-071-P1-K1-A11 

BLASTN 

g4589440 

189 

1.0e-102 

351 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSD21, complete sequence 

146188 

LIB3168-071-P1-K1-A12 

BLASTX 

gll4654 

145 

8.0e-13 

81 

58 

ATP SYNTHASE C CHAIN (LIPID-BINDING PROTEIN) (SUBUNIT III) 

>gi_67898_pir LWNTA H+-transporting ATP synthase (EC 

3.6.1.34) lipid-binding protein - common tobacco 
chloroplast >gi_11812_emb_CAA77343__ (Z00044) ATPase III 
subunit [Nicotiana tabacum] >gi_343484 (M10124) ATPase 

subunit III [Nicotiana tabacum] >gi_224347_prf 1102209A 

ATPase III,H translocating [Nicotiana sp.] 
>gi_225272_prf 1211235G ATPase III [Nicotiana tabacum] 

146189 

LIB3168-071-P1-K1-A3 

BLASTN 

g2191157 

325 

0.0e+00 

426 

94 



18288 



NCBI Description Arabidopsis thaliana BAC IG002P16 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146190 

LIB3168-071-P1-K1-A4 

BLASTX 

gll2681 

538 

4.0e-55 

142 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146191 

LIB3168-071-P1-K1-A5 

BLASTX 

gl!2739 

421 

2.0e-41 

120 
71 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146192 

LIB3168-071-P1-K1-A6 

BLASTN 

g2828182 

430 

0.0e+00 

430 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MOJ9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146193 

LIB3168-071-P1-K1-A8 

BLASTN 

g4115930 

226 

1.0e-124 

302 
93 

Arabidopsis thaliana BAC T4B21 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



146194 

LIB3168-071-P1-K1-A9 

BLASTN 

g2842474 



18289 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



102 

2.0e-50 

214 

87 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

146195 

LIB3168-071-P1-K1-B1 

BLASTX 

gl628583 

432 

6.0e-43 

92 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



146196 

LIB3168-071-P1-K1-B11 

BLASTN 

g4678291 

142 

5.0e-74 

182 

95 

Arabidopsis thaliana DNA chromosome 3, 
{ESSA project) 



BAC clone F28P10 



146197 

LIB3168-071-P1-K1-B12 

BLASTN 

g4519183 

67 

1.0e-29 

175 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15C23, complete sequence 

146198 

LIB3168-071-P1-K1-B3 

BLASTN 

g4589969 

286 

1.0e-160 

347 

95 

Arabidopsis thaliana chromosome II BAC F1P15 genomic 
sequence, complete sequence 

146199 

LIB3168-071-P1-K1-B5 

BLASTX 

gll2682 

574 



18290 



E value 
Match length 
% identity 
NCBI Description 



2.0e-59 

134 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



146200 

LIB3168-071-P1-K1-B6 

BLASTX 

gl628583 

421 

2.0e-41 

103 

82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146201 

LIB3168-071-P1-K1-B7 

BLASTX 

g4263825 

347 

5.0e-33 

96 

67 

(AC006067) hypothetical protein [Arabidopsis thaliana] 
146202 

LIB3168-071-P1-K1-B8 

BLASTX 

gl628583 

210 

6.0e-17 

96 
53 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146203 

LIB3168-071-P1-K1-C1 

BLASTX 

g4204299 

277 

4.0e-25 

57 

95 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

146204 

LIB3168-071-P1-K1-C10 
BLASTX 



18291 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll2682 
553 

6.0e-57 

138 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146205 

LIB3168-071-P1-K1-C11 

BLASTN 

g2465922 

345 

0.0e+00 

420 

95 

Arabidopsis thaliana receptor-like serine/threonine kinase 
(RKF1) mRNA, complete cds 

146206 

LIB3168-071-P1-K1-C12 

BLASTX 

gl628583 

386 

2.0e-37 

78 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146207 

LIB3168-071-P1-K1-C2 

BLASTN 

g3449334 

390 

0.0e+00 

424 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYH9, complete sequence [Arabidopsis thaliana] 

146208 

LIB3168-071-P1-K1-C3 

BLASTX 

gl!9143 

605 

5.0e-63 

120 

97 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_81606__pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 



18292 



>gi_1369927_einb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146209 

LIB3168-071-P1-K1-C4 

BLASTX 

gll9143 

276 

4.0e-29 

82 
83 

ELONGATION FACTOR 1-ALPHA (EF-1-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
(X16430) elongation factor l^alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

146210 

LIB3168-071-P1-K1-C5 

BLASTX 

g267073 

656 

5.0e-69 

122 

99 

TUBULIN BETA- 2 / BETA- 3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146211 

LIB3168-071-P1-K1-C6 

BLASTX 

g3482929 

245 

8.0e-21 

66 

77 

(AC003970) Putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



146212 

LIB3168-071-P1-K1-C7 

BLASTX 

g4033349 

529 

4.0e-54 
111 



18293 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



95 

(AJ223496) phosphoenolpyrovate carboxylase [Brassica 
juncea] 

146213 

LIB3168-071-P1-K1-C8 

BLASTX 

gll2682 

563 

4.0e-58 

128 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146214 

LIB3168-071-P1-K1-D1 

BLASTN 

g4079614 

138 

1.0e-71 

194 

93 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

146215 

LIB3168-071-P1-K1-D10 

BLASTX 

g!246823 

412 

1.0e-40 

89 

80 

{X89865) unknown [Phoenix dactylifera] 
146216 

LIB3168-071-P1-K1-D11 

BLASTX 

gl076401 

314 

7.0e-29 

121 

57 

DNA-directed RNA polymerase (EC 2.7.7.6) beta chain - 
Arabidopsis thaliana chloroplast (fragment) 
>gi_664896_emb_CAA58965_ (X84159) RNA polymerase subunit 
beta [Arabidopsis thaliana] 

146217 

LIB3168-071-P1-K1-D12 

BLASTX 

gll2682 

556 



.18294 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-57 

131 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146218 

LIB3168-071-P1-K1-D2 

BLASTX 

gl628583 

681 

6.0e-72 

142 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146219 

LIB3168-071-P1-K1-D3 

BLASTN 

g4582411 

341 

0.0e+00 

428 

99 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T23K8 sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146220 

LIB3168-071-P1-K1-D4 

BLASTX 

g!12681 

590 

3.0e-61 

138 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146221 

LIB3168-071-P1-K1-D5 

BLASTX 

gl628583 

617 

2.0e-64 

119 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18295 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length „ 

% identity 

NCBI Description 



146222 

LIB3168-071-P1-K1-D6 

BLASTX 

g!628583 

658 

3.0e-69 

128 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146223 

LIB3168-071-P1-K1-D7 

BLASTN 

g4586241 

215 

1.0e-117 

368 

52 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T20K18 



146224 

LIB3168-071-P1-K1-D8 

BLASTX 

gll9150 

719 

2.0e-76 

137 

100 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_82081_pir S10507 translation elongation factor ,eEF-l 

alpha chain - tomato >gi_19273_emb_CAA32618_ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 



Seq. No. 


146225 


Seq. ID 


LIB3168-071 


Method 


BLASTN 


NCBI GI 


g3600062 


BLAST score 


318 


E value 


1.0e-179 


Match length 


408 


% identity 


100 


NCBI Description 


Arabidopsis 


Seq. No. 


146226 


Seq. ID 


LIB3168-071 


Method 


BLASTN 


NCBI GI 


g2244870 


BLAST score 


116 


E value 


9.0e-59 


Match length 


214 


% identity 


87 



18296 



NCBI Description Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146227 

LIB3168-071-P1-K1-E10 

BLASTN 

g4585952 

368 

0.0e+00 

400 

98 

Genomic sequence for Arabidopsis thaliana BAC F26F24, 
complete sequence 



Seq. No. 


146228 


Seq. ID 


LIB3168-071-P1-K1-E12 


Method 




NCBI GI 


g4 4 14 yu 


BLAST score 


1 Art 


E value 


4 . ue— 4 y 


Match length 


1 A 1 

141 


% identity 


93 


NCBI Description 


S . alba chloroplast trnR gene 


Seq. No. 


146229 


Seq. ID 


LIB3168-071-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


ft ri fi /\ /"\ t~ "~i 

g2880057 


BLAST score 


657 


E value 


4 . Oe-69 


Match length 


140 


% identity 


89 


NCBI Description 


(AuUuzo4U; putative t<NA aeiicase A f . 




thaliana] 


Seq. No. 


146230 


Seq. ID 


LIB3168-071-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3184281 


BLAST score 


493 


E value 


6.0e-50 


Match length 


122 


% identity 


80 


NCBI Description 


(AC004136) putative cytochrome P450 


Seq. No. 


146231 


Seq. ID 


LIB3168-071-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl346754 


BLAST score 


473 


E value 


1.0e-47 


Match length 


100 


% identity 


90 


NCBI Description 


SERINE/THREONINE PROTEIN PHOSPHATASE 



5 T partial [Arabidopsis 



>gi_421851_pir S31086 phosphoprotein phosphatase (EC 

3.1.3.16) 1 catalytic chain (clone T0PP2) - Arabidopsis 
thaliana >gi_166797 (M93409) catalytic subunit [Arabidopsis 



18297 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146232 

LIB3168-071-P1-K1-E5 

BLASTX 

gl628583 

69 

3.0e-40 

89 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146233 

LIB3168-071-P1-K1-E8 

BLASTN 

g2618603 

122 

5.0e-62 

278 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSL3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146234 

LIB3168-071-P1-K1-E9 

BLASTN 

g3150036 

89 

2.0e-42 

130 

93 

Arabidopsis thaliana Myb transcription factor homolog 
(ATR1) gene, complete cds, receptor-like protein kinase 
(RLK1) gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146235 

LIB3168-071-P1-K1-F1 

BLASTX 

gl628583 

618 

1.0e-64 

120 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



146236 

LIB3168-071-P1-K1-F10 

BLASTX 

gll2743 

681 

6.0e-72 

137 

93 



18298 



NCBI Description 



2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 



DSCJ * 1MU • 




oeq. -i-L' 


T TR^I 6ft-f)71 -P1 - 


ixieunoa 


DJ_ir\o 1 A 


MpT3T (IT 


\^ A- -J ^/ £- \J I 1 




249 


F, va 1 up 

1_J V G J* 


3.0e-21 


Match length 


121 


% identity 


46 


NCBI Description 


(X91912) LEA76 


Seq. No. 


146238 


Seq. ID 


LIB3168-071-P1- 


Method 


BLASTX 


NCBI GI 


g4204298 


BLAST score 


642 


E value 


2.0e-67 


Match length 


139 


% identity 


89 


NCBI Description 


(AC003027) lcl 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146239 

LIB3168-071-P1-K1-F3 

BLASTN 

g4199934 

290 

1.0e-162 

294 

100 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146240 

LIB3168-071-P1-K1-F4 

BLASTN 

g4371278 

81 

1.0e-37 

193 
85 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



146241 

LIB3168-071-P1-K1-F5 

BLASTX 

g!628583 

564 

3.0e-58 



18299 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146242 

LIB3168-071-P1-K1-G1 

BLASTX 

g2129653 

721 

1.0e-76 

138 

100 

myosin heavy chain MYA2 - Arabidopsis thaliana 
>gi_499047_emb_CAA84066_ (Z34293) myosin [Arabidopsis 
thaliana] 

146243 

LIB3168-071-P1-K1-G10 

BLASTX 

g2129642 

682 

5.0e-72 

130 

96 

major latex protein type 3 - Arabidopsis thaliana 
>gi_1107495_emb_CAA63027_ (X91961) major latex protein 
type3 [Arabidopsis thaliana] 

146244 

LIB3168-071-P1-K1-G11 

BLASTX 

gll2681 

563 

4.0e-58 

133 
83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146245 

LIB3168-071-P1-K1-G2 

BLASTX 

g3894171 

520 

1.0e-56 

126 
93 

(AC005312) 
thaliana] 



putative glutathione s-transf erase [Arabidopsis 



Seq. No. 
Seq. ID 



146246 

LIB3168-071-P1-K1-G4 



18300 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4691223 

234 

1.0e-129 

426 
97 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



F4F15 



146247 

LIB3168-071-P1-K1-G5 

BLASTX 

gl628583 

565 

3.0e-58 

142 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146248 

LIB3168-071-P1-K1-G6 

BLASTX 

g2501064 

644 

1.0e-67 

122 
96 

PROBABLE THREONYL-TRNA SYNTHETASE, CYTOPLASMIC 
(THREONINE— TRNA LIGASE) (THRRS) >gi_2191162 (AF007270) 
Similar to threonyl-tRNA synthetase; coded for by A. 
thaliana cDNA R65376 [Arabidopsis thaliana] 

146249 

LIB3168-071-P1-K1-G7 

BLASTN 

g4455095 

106 

2.0e-52 

268 
91 

Draba stylaris tRNA-Leu (trnL) and tRNA-Phe (trnF) genes, 
chloroplast genes for chloroplast RNAs, partial sequence 

146250 

LIB3168-071-P1-K1-G8 

BLASTX 

gll2739 

344 

2.0e-32 

105 

67 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 



18301 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146251 

LIB3168-071-P1-K1-G9 

BLASTN 

g2264316 

67 

3.0e-29 

423 

45 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MR011, complete sequence [Arabidopsis thaliana] 

146252 

LIB3168-071-P1-K1-H1 

BLASTN 

g3449331 

35 

4.0e-10 

422 
32 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC17, complete sequence [Arabidopsis thaliana] 

146253 

LIB3168-071-P1-K1-H10 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_ernb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146254 

LIB3168-071-P1-K1-H12 

BLASTX 

gll2737 

539 

3.0e-55 

135 

77 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844. 1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146255 

LIB3168-071-P1-K1-H2 
BLASTX 



18302 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
653 

1.0e-68 

138 
92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146256 

LIB3168-071-P1-K1-H3 

BLASTX 

gll2741 

641 

3.0e-67 

135 

90 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146257 

LIB3168-071-P1-K1-H4 

BLASTX 

gl628583 

524 

1.0e-53 

134 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146258 

LIB3168-071-P1-K1-H5 

BLASTN 

g4406776 

394 

0.0e+00 

413 

99 

Arabidopsis thaliana chromosome II BAC F14H20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146259 

LIB3168-071-P1-K1-H6 

BLASTX 

gll2737 

347 

7.0e-33 

116 

64 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 



18303 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN) >gi_68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146260 

LIB3168-071-P1-K1-H8 

BLASTX 

g3608135 

290 

4.0e-26 

82 

66 

(AC005314) putative DNA binding factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method " 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146261 

LIB3168-071-P1-K1-H9 

BLASTN 

g3242970 

290 

1.0e-162 

351 

95 

Arabidopsis thaliana BAC T4I9, chromosome IV, 
complete sequence [Arabidopsis thaliana] 



near 17 cM, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146262 

LIB3168-072-P1-K1-A1 

BLASTX 

gll2737 

650 

3.0e-68 

151 

83 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb__CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146263 

LIB3168-072-P1-K1-A12 

BLASTX 

gll2681 

664 

5.0e-70 

125 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi 808936_emb_CAA32493_ (X14312) 12S seed 



18304 



storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146264 

LIB3168-072-P1-K1-A2 

BLASTX 

gl628583 

250 

5.0e-22 

62 

84 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146265 

LIB3168-072-P1-K1-A3 

BLASTX 

g2129538 

241 

2.0e-20 

50 

94 

AT103 protein - Arabidopsis thaliana >gi_1033195 
AT103 [Arabidopsis thaliana] 



(U38232) 



Seq. No. 


146266 


Seq. ID 


LIB3168-072-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4204299 


BLAST score 


537 


E value 


5.0e-55 


Match length 


105 


% identity 


100 


NCBI Description 


(AC003027) lcl_prt_seq * 




[Arabidopsis thaliana] 


Seq. No. 


146267 


Seq. ID 


LIB3168-072-P1-K1-A7 


Method 


BLASTN 


NCBI GI 


g!906825 


BLAST score 


143 


E value 


7.0e-75 


Match length 


175 


% identity 


96 


NCBI Description 


A. thaliana hsp81.2 gene 


Seq. No. 


146268 


Seq. ID 


LIB3168-072-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl!2743 


BLAST score 


481 


E value 


2.0e-48 


Match length 


148 


% identity 


65 


NCBI Description 


2S SEED STORAGE PROTEIN 



4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 



18305 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

146269 

LIB3168-072-P1-K1-B1 

BLASTN 

g3449321 

160 

1.0e-84 

308 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTG10, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146270 

LIB3168-072-P1-K1-B11 

BLASTX 

gll2682 

618 

2.0e-64 

144 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146271 

LIB3168-072-P1-K1-B12 

BLASTX 

gl!2737 

554 

5.0e-57 

124 

85 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853jpir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146272 

LIB3168-072-P1-K1-B3 

BLASTX 

g417383 

397 

6.0e-39 

89 

90 

NITRILASE 2 >gi_322548_pir S31969 nitrilase (EC 3.5.5.1) - 

Arabidopsis thaliana >gi_22656__emb_CAA48377_ (X68305) 
nitrilase II [Arabidopsis thaliana] >gi_508733 (U09958) 



18306 



nitrilase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146273 

LIB3168-072-P1-K1-B4 

BLASTX 

gll9143 

721 

1.0e-76 

138 
100 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>giJL532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146274 

LIB3168-072-P1-K1-B5 

BLASTX 

g3335171 

595 

7.0e-62 

125 

91 

(AF067858) embryo- specific protein 3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146275 

LIB3168-072-P1-K1-B6 

BLASTX 

g!12743 

667 

4.0e-70 

166 

78 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA808 69_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146276 

LIB3168-072-P1-K1-B7 

BLASTX 

gl628583 

410 

2.0e-40 

105 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi 2842495_emb_CAA16892_ (AL021749) 12S 



18307 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146277 

LIB3168-072-P1-K1-B8 

BLASTX 

gl628583 

302 

2.0e-27 

91 

67 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


146278 


Seq. ID 


LIB3168-072-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g4490704 


BLAST score 


764 


E value 


2.0e-81 


Match length 


155 


% identity 


99 


NCBI Description 


(AL035680) putative prot 


Seq. No. 


146279 


Seq. ID 


LIB3168-072-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


gll2737 


BLAST score 


724 


E value 


8.0e-77 


Match length 


164 


% identity 


84 


NCBI Description 


2S SEED STORAGE PROTEIN 



1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 


146280 


Seq. ID 


LIB3168-072 


Method 


BLASTN 


NCBI GI 


g2341023 


BLAST score 


56 


E value 


1.0e-22 


Match length 


228 


% identity 


92 


NCBI Description 


Sequence of 




1, complete 


Seq. No. 


146281 


Seq. ID 


LIB3168-072 


Method 


BLASTX 


NCBI GI 


g4204298 


BLAST score 


492 


E value 


9.0e-50 



■P1-K1-C11 



18308 



jyiaucn iengr.n 


110 






NCBI Description 


triUUU jUz / J ici pre ssq ino cj.t3xxiixL.xun xxnt; x\juiiv-i. 




r TV v* -3 V"n t e-I /m"i c»t o 4- h 2 I n ana 1 
[ATaDlClOpSlb tIld.XXd.ilci J 


Seq. No. 


14 DZoZ 


oeq. iu 


T TR^1 68—079— Pi -K'l — P? 
LilDJlDO U / Z IrX i\X \s£* 


Method. 


JDXlH.O 1 A 


NCBI GI 


g4734009 


BLAST score 


348 


E value 




Match length 


1 A r\ 
14 u 


% identity 




NCBI Description 


InLUU / I / o J nypO LlietlCdl piOuclIl LMX<dJL)XvJ.UfJoJ-o Liiaiiaila 


Seq. No. 


14DZOJ 


oeq* iu 


T TM1 fift-079-P1 -K1 -C^ 


ixie tiiou 


DT TVCrpy 
DLiriO 1 A. 


LNUdX u-1 


y *± 4t OOU 


BLAST score 


322 


E value 


4.0e-34 


Match length 


i s 
/ ts 


% identity 


XUU 


NCBI Description 


(ACUuboUU) putarive glucose— maucea repressor prouein 




LAradClOpolb CXldXXdilciJ 


Seq. No. 


1 A COO A 

14 bzo4 


beq. ID 


LIdjIDo U / Z"rl" l\X U4 


DietinoQ 


DT TVQrpv 
DXj/io 1 A. 


NCBI GI 


g3935167 


BLAST score 


544 


E value 


i . ue— do 


Match length 


Xzo 


% identity 


85 


NCBI Description 


^7i^ , ^^>lC;R'7^ TP 1 7 T 9 1 in r 2i v a "h» -i H r\r\ oto fhal i anal 
^AL-UU^DO / ) rX/liZl.lU [iiraDlClOpSlS T_n.d.XXd.Ilcl J 


Seq. No. 


1 A CO Q C 

X4 o^oO 


oeq. id 


T TR^I fifl — 079 — Pi —W] —PR 
LlDJlDO U /i rl JM 


Method 


oXirlo 1 A 


VT/TiT CT 


g4 i ±£. 


BLAST score 


827 . 


E value 


7.0e-89 


Match length 


X / O 


% identity 


yu 


NCBI Description 


(AOUUouz / ) lei prt seq ino aennition line louna 




[Arabidopsis thaliana] 


Seq. No. 


14d^od 




T TR^I ^fi-n79-P1 —Kl -Cf> 

ItlDJlOO VJ / ji. JT X £\X ^/U 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


660 


E value 


2.0e-69 


Match length 


157 



% identity 

NCBI Description 



82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 



18309 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146287 

LIB3168-072-P1-K1-C8 

BLASTX 

g3850584 

167 

6.0e-26 

67 

94 

(AC005278) ESTs gb_H37641 and gb_AA651422 come from this 
gene. [Arabidopsis thaliana] 

146288 

LIB3168-072-P1-K1-C9 

BLASTX 

gl628583 

467 

4.0e-47 

96 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146289 

LIB3168-072-P1-K1-D1 

BLASTN 

g4512656 

396 

0.0e+00 

400 

100 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

146290 

LIB3168-072-P1-K1-D10 

BLASTX 

gll2737 

596 

6.0e-62 

144 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



146291 

LIB3168-072-P1-K1-D11 

BLASTX 

gll2739 

398 



18310 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-49 

143 

70 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi__395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146292 

LIB3168-072-P1-K1-D12 

BLASTX 

g3983125 

49 

7.0e-40 

106 

78 

(AF097 648) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 

146293 

LIB3168-072-P1-K1-D4 

BLASTX 

gl628583 

606 

5.0e-63 

148 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146294 

LIB3168-072-P1-K1-D5 

BLASTN 

g4585952 

256 

1.0e-142 

371 

92 

Genomic sequence for Arabidopsis thaliana BAC F26F24, 
complete sequence 

146295 

LIB3168-072-P1-K1-D6 

BLASTN 

g2842474 

71 

7.0e-32 

175 

86 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 



Seq. No. 



146296 



18311 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-072-P1-K1-D7 

BLASTX 

gll2682 

203 

8.0e-33 

95 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST "score 

E value 

Match length 

% identity 

NCBI Description 



146297 

LIB3168-072-P1-K1-D8 

BLASTX 

gll2743 

812 

4.0e-87 

166 

91 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68856_pir NWMU4 2S albumin 4 precursor - 

Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146298 

LIB3168-072-P1-K1-D9 

BLASTX 

gll2681 

181 

2.0e-13 

101 

42 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146299 

LIB3168-072-P1-K1-E10 

BLASTX 

g4204298 

607 

3.0e-63 

151 

79 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



146300 

LIB3168-072-P1-K1-E11 
BLASTX 



18312 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3242706 
275 

3.0e-24 

114 

55 

(AC003040) cyclin-dependent kinase inhibitor protein 
[Arabidopsis thaliana] >gi_3550262 (AF079587) 
cyclin-dependent kinase inhibitor; ICK1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146301 

LIB3168-072-P1-K1-E12 

BLASTX 

gll2682 

541 

1.0e-55 

115 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146302 

LIB3168-072-P1-K1-E3 

BLASTN 

g3695386 

198 

1.0e-107 

251 

94 

Arabidopsis thaliana BAC T2L5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146303 

LIB3168-072-P1-K1-E4 

BLASTX 

gl!2682 

810 

6.0e-87 

173 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146304 

LIB3168-072-P1-K1-E5 

BLASTX 

gll2737 

515 

2.0e-52 

117 

84 

2S SEED STORAGE PROTEIN 



1 PRECURSOR (2S ALBUMIN STORAGE 



18313 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146305 

LIB3168-072-P1-K1-E6 

BLASTX 

gll2681 

199 

5.0e-16 

45 
82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146306 

LIB3168-072-P1-K1-E7 

BLASTX 

g82051 

290 

3.0e-26 

113 

53 

lipid body-associated membrane protein - carrot 
>gi_259453_bbs__117620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota=carrots, var Juwarot, Peptide, 
180 aa] [Daucus carota] 

146307 

LIB3168-072-P1-K1-E8 

BLASTX 

gl628583 

424 

5.0e-42 

103 

82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146308 

LIB3168-072-P1-K1-E9 

BLASTX 

gl899188 

494 

7.0e-50 

171 

28 

(U90212) DNA binding protein ACBF [Nicotiana tabacum] 



Seq. No. 



146309 



18314 



€1 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-072-P1-K1-F1 

BLASTN 

g4581084 

338 

0.0e+00 

394 

97 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC T30F21 genomic 



146310 

LIB3168-072-P1-K1-F10 

BLASTN 

g2182287 

403 

0.0e+00 
4 62 
97 

Genomic sequence for Arabidopsis thaliana BAC T7N9, 
complete sequence [Arabidopsis thaliana] 

146311 

LIB3168-072-P1-K1-F11 

BLASTN 

g3236234 

164 

2.0e-87 

176 

98 

Arabidopsis thaliana chromosome II BAC F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

146312 

LIB3168-072-P1-K1-F12 

BLASTX 

gl628583 

646 

9.0e-68 

152 

84 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146313 

LIB3168-072-P1-K1-F2 

BLASTX 

gl628583 

638 

7.0e-67 

145 

86 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



146314 



18315 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-072-P1-K1-F3 

BLASTX 

gl628583 

594 

1.0e-61 

146 
79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_erab_CAA16892_ (AL021749)' 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146315 

LIB3168-072-P1-K1-F4 

BLASTX 

gl628583 

55 

2.0e-38 

86 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146316 

LIB3168-072-P1-K1-F5 

BLASTX 

gll2682 

545 

5.0e-56 

113 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


146317 


Seq. ID 


LIB3168-072-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3193331 


BLAST score 


298 


E value 


6.0e-27 


Match length 


55 


% identity 


98 


NCBI Description 


(AF069299) No definition 


Seq. No. 


146318 


Seq. ID 


LIB3168-072-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


253 


E value 


2.0e-22 


Match length 


65 


% identity 


85 


NCBI Description 


(U66916) 12S cruciferin 



thaliana] >gi_2842495_emb_CAA16892_ 



! protein [Arabidopsis 
(AL021749) 12S 



18316 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



cruciferin seed storage protein [Arabidopsis thaliana] 
146319 

LIB3168-072-P1-K1-F9 

BLASTX 

gl628583 

117 

2.0e-65 

167 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



146320 

LIB3168-072-P1-K1-G10 

BLASTX 

gl628583 

168 

2.0e-12 

36 
83 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146321 

LIB3168-072-P1-K1-G11 

BLASTX 

g!12681 

428 

2.0e-42 

124 

74 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_eirtb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146322 

LIB3168-072-P1-K1-G12 

BLASTX 

gll2681 

644 

2.0e-67 

128 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146323 

LIB3168-072-P1-K1-G2 
BLASTX 



18317 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g3426041 
271 

9.0e-24 

70 

64 

(AC005168) unknown protein [Arabidopsis thaliana] 
146324 

LIB3168-072-P1-K1-G3 

BLASTX 

gll2681 

760 

1.0e-81 

155 

94 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 ,{M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146325 

LIB3168-072-P1-K1-G5 

BLASTN 

gl628582 

64 

2.0e-27 

183 

85 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 

146326 

LIB3168-072-P1-K1-G7 

BLASTX 

gll2737 

606 

4.0e-63 

145 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146327 

LIB3168-072-P1-K1-G9 

BLASTX 

g82232 

399 

6.0e-39 

121 

65 



NCBI Description rpoC protein homolog - common tobacco chloroplast 



18318 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146328 

LIB3168-072-P1-K1-H1 

BLASTN 

gl877523 

207 

1.0e-112 

423 
99 

Arabidopsis thaliana BAC T7I23, complete sequence 
[Arabidopsis thaliana] 

146329 

LIB3168-072-P1-K1-H10 

BLASTX 

gll2737 

571 

5.0e-59 

137 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146330 

LIB3168-072-P1-K1-H11 

BLASTX 

g2246456 

753 

3.0e-80 

149 

95 

(U71400) S-adenosyl-methionine-sterol-C-methyltransf erase 
[Arabidopsis thaliana] 

146331 

LIB3168-072-P1-K1-H12 

BLASTN 

g3659491 

322 

0. 0e+00 
400 

94 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



146332 

LIB3168-072-P1-K1-H4 

BLASTX 

gll2682 

696 

1.0e-73 
154 



18319 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146333 

LIB3168-072-P1-K1-H7 

BLASTX 

gl628583 

49 

5.0e-21 

59 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



146334 

LIB3168-073-P1-K1-A1 

BLASTN 

g4115370 

365 

0.0e+00 

368 

100 

Arabidopsis thaliana chromosome II BAC F27D4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

146335 

LIB3168-073-P1-K1-A11 

BLASTX 

g3618320 

345 

2.0e-32 

93 

68 

(AB001888) zinc finger protein [Oryza sativa] 
146336 

LIB3168-073-P1-K1-A2 

BLASTX 

g267069 

441 

6.0e-44 

81 

100 

TUBULIN ALPHA-2 / ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

146337 

LIB3168-07 3-P1-K1-A3 

BLASTX 

g!628583 



18320 



T2T ACT n/iAvn 

jDjj/io l score 




£j value 


1 i Wc DC? 


i v iatcn xexiy uii 


1 


% identity 


99 


NCBI Description 


(U66916) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



12S cruciferin seed storage protein [Arabidopsis 
>gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146338 

LIB3168-073-P1-K1-A4 

BLASTN 

g4678340 

433 

0.0e+00 

437 

100 

Arabidopsis thaliana DNA chromosome 3, BAC clone T29H11 
(ESSA project) 

146339 

LIB3168-073-P1-K1-A5 

BLASTN 

g2351066 

339 

0.0e+00 

428 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MOP9, complete sequence [Arabidopsis thaliana] 

146340 

LIB3168-073-P1-K1-A6 

BLASTX 

g2388582 

361 

2.0e-34 

71 

100 

(AC000098) Contains similarity to Rattus O-GlcNAc 
transferase (gb_U76557) . [Arabidopsis thaliana] 

146341 

LIB3168-073-P1-K1-A7 

BLASTX 

g398963 

172 

3.0e-12 

82 
48 

4-COUMARATE — COA LIGASE 1 (4CL) >gi_100413_pir A39827 

4-coumarate— CoA ligase (EC 6.2.1.12) 1 - potato >gi_169574 
(M62755) 4-coumarate — CoA ligase [Solanum tuberosum] 

146342 

LIB3168-073-P1-K1-A8 

BLASTX 

gl!2681 



18321 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



632 

3.0e-66 

120 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146343 

LIB3168-073-P1-K1-A9 

BLASTX 

gll2682 

555 

9.0e-58 

127 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi__166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb__CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146344 

LIB3168-073-P1-K1-B1 

BLASTN 

g4512656 

117 

4.0e-59 

303 

89 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

146345 

LIB3168-073-P1-K1-B11 

BLASTX 

g4193388 

437 

3.0e-43 

116 

74 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146346 

LIB3168-073-P1-K1-B12 

BLASTX 

gll2682 

550 

1.0e-56 

117 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 



18322 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146347 

LIB3168-073-P1-K1-B3 

BLASTN 

g2828185 

142 

5.0e-74 

363 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUD21, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146348 

LIB3168-073-P1-K1-B4 

BLASTX 

gl628583 

616 

3.0e-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146349 

LIB3168-073-P1-K1-B6 

BLASTX 

gll74846 

379 

2.0e-36 

72 

93 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 3 (UBIQUITIN-PROTEIN 
LIGASE 3) (UBIQUITIN CARRIER PROTEIN 3) 

>gi_1076425_pir S43782 ubiquitin-conjugating enzyme UBC3 - 

Arabidopsis thaliana >gi_431262 (L19352) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

146350 

LIB3168-073-P1-K1-B7 

BLASTX 

gll2743 

639 

5.0e-67 

118 

99 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68856_pir NWMU4 2S albumin 4 precursor - 

Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 



Seq. No. 



146351 



18323 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-073-P1-K1-B8 

BLASTX 

gl628583 

549 

1.0e-56 

106 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146352 

LIB3168-073-P1-K1-B9 

BLASTX 

g3421102 

437 

2.0e-43 

83 

99 

(AF043530) 20S proteasome beta subunit PBB1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146353 

LIB3168-073-P1-K1-C1 

BLASTX 

gll2737 

351 

3.0e-33 

96 

73 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 


146354 


Seq. ID 


LIB3168-073-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


g2191126 


BLAST score 


267 


E value 


1.0e-148 


Match length 


322 


% identity 


97 


NCBI Description 


Arabidopsis thaliana BAC IG002N01 


Seq. No. 


146355 


Seq. ID 


LIB3168-073-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g!628583 


BLAST score 


118 


E value 


7.0e-06 


Match length 


77 


% identity 


97 


NCBI Description 


(U66916) 12S cruciferin seed storage 



18324 



thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



beg. ino. 




Seq. ID 


LIB3168-073-P1-K1-C12 


Method 


BLASTX 




y z ;?z *± o u _/ 


niiAbi score 




E value 


z . ue xz 


lyiaxcn j.eiiguii 


11 


% identity 


A A 
4 4 


NCBI Description 


/AT mOnT5\ cinU-t- ■! 1 A c -i t-» r> >-■/-<. +~ z=i "i naoa-1 "i Vo 

( rIjuzz u<Co y suDciiisin proieinase iiKe 




"hVi^l "1 anal 
Liici. _L -La. lid j 


Seq. No. 


146357 


Seq. ID 


LIB3168-073-P1-K1-C5 


Method 


DT TiQTV 


NCBI CjI 


g43izo / o 


BLAST score 


,54 / 


E value 


y . ue j j 


Match lengtn 


1U4 


% identity 


bo 


jNorix Description 


^rloUU D X y pUT.dtlvc C.-LU-LclL-e oyilUJ.lct.ot: 






Seq. ID 


LIB3168-073-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


737 


E value 


2.0e-78 


Match length 


145 


% identity 


99 


NCBI Description 


(U66916) 12S cruciferin seed storage 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>tein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146359 

LIB3168-073-P1-K1-C7 

BLASTN 

g3252804 

254 

1.0e-141 

352 

97 

Arabidopsis thaliana chromosome II BAC F26C24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

146360 

LIB3168-073-P1-K1-C9 

BLASTX 

gl628583 

634 

2.0e-66 

121 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 



18325 



cruciferin seed storage protein [Arabidopsis thaliana] 



oeq. jno. 


1 A 6*361 
Ifi OOOl 


Seq. ID 


LIB3168-073-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


— A A ^QOm 

g44oyuuo 


BLAST score 


41,3 


E value 


1 . ue-4u 


Match length 




% identity 


/ / 


NCBI Description 


(ALuoobUz) putative protein [-".raoiaopsis 


beg. no. 




Seq. ID 


LIdjIOC) U / J rl J\l U1U 


Method 


BLASTX 


NCBI GI 


g2252866 


BLAbi score 


ZU1 


E value 


i . ue lo 


Match length 


oz 


% identity 


/ O 


NCBI Description 


(ArUio^y4j contains region or simiiariTiy 




[Arabidopsis thaliana] 


Seq. No. 


146363 


Seq. ID 


LIB3168-073-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4115918 


BLAST score 


222 


E value 


4.0e-18 


Match length 


50 



SYT 



% identity 

NCBI Description 



86 

(AF118222) similar to nascent polypeptide associated 
complex alpha chain [Arabidopsis thaliana] 



Seq. No. 


146364 


Seq. ID 


LIB3168-073-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g224293 


BLAST score 


410 


E value 


4.0e-40 


Match length 


82 


% identity 


100 


NCBI Description 


histone H4 [Triticum aestivum] 


Seq. No. 


146365 


Seq. ID 


LIB3168-073-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g2129767 


BLAST score 


670 


E value 


1.0e-70 


Match length 


140 


% identity 


91 


NCBI Description 


vacuolar processing enzyme (EC 



3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi_1805364_dbj_BAA09615_ 
(D61394) beta-VPE [Arabidopsis thaliana] 



Seq. No. 



146366 



18326 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-073-P1-K1-D5 

BLASTX 

g3193297 

535 

8.0e-55 

120 

86 

(AF069298) 
thaliana] 



similar to epoxide hydrolases [Arabidopsis 



146367 

LIB3168-073-P1-K1-D6 

BLASTX 

gl628583 

748 

9.0e-80 

143 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146368 

LIB3168-073-P1-K1-D7 

BLASTX 

gl628583 

635 

1.0e-66 

120 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


146369 


Seq. ID 


LIB3168-073-P1-] 


Method 


BLASTX 


NCBI GI 


g2232354 


BLAST score 


201 


E value 


1.0e-15 


Match length 


77 


% identity 


49 


NCBI Description 


(AF006081) UDPG 


Seq. No. 


146370 


Seq. ID 


LIB3168-073-P1- 


Method 


BLASTX 


NCBI GI 


gl363484 


BLAST score 


374 


E value 


6.0e-36 


Match length 


110 


% identity 


73 


NCBI Description 


IAA13 protein - 



-D9 



UDPG glucosyltransferase [Solanum berthaultii] 



IAA13 [Arabidopsis thaliana] >gi_2459414 (AC002332) auxin 
inducible protein, IAA13 [Arabidopsis thaliana] 



Seq. No, 



146371 



18327 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-073-P1-K1-E11 

BLASTX 

g4063751 

260 

1.0e-22 

143 

40 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD21495.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 



146372 

LIB3168-073-P1-K1-E12 

BLASTN 

g4589430 

330 

0.0e+00 

426 

100 

Arabidopsis thaliana genomic DNA, 
MLD14, complete sequence 



chromosome 3, PI clone: 



146373 

LIB3168-073-P1-K1-E2 

BLASTX 

g2119846 

601 

2.0e-62 

130 

88 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364__emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146374 

LIB3168-073-P1-K1-E3 

BLASTX 

g4115943 

513 

2.0e-52 

109 
93 

(AF118223) contains similarity to eukaryotic protein kinase 
domains (Pfam: PF00069, score-312.6, E=4.7e~90, N=l) and EF 
hand domains (Pfam: PF00036, score-131, E=2.1e-35, N«4) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



146375 

LIB3168-073-P1-K1-E4 

BLASTX 

gl628583 

109 

7.0e-52 



18328 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



113 
94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ CAL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146376 

LIB3168-073-P1-K1-E6 

BLASTN 

g4581138 

77 

4.0e-35 

169 

86 

Arabidopsis thaliana chromosome II BAC F1011 genomic 
sequence, complete sequence 

146377 

LIB3168-073-P1-K1-E7 

BLASTN 

g2264321 

324 

0.0e+00 

434 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXM12, complete sequence [Arabidopsis thaliana] 

146378 

LIB3168-073-P1-K1-E8 

BLASTX 

gll2743 

525 

9.0e-54 

113 

86 

2S SEED STORAGE PROTEIN 4 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA808 69_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi__44 90713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

146379 

LIB3168-073-P1-K1-E9 

BLASTX 

g3413700 

433 

5.0e-43 

85 

99 

(AC004747) putative YME1 protein [Arabidopsis thaliana] 
146380 

LIB3168-073-P1-K1-F1 
BLASTN 



18329 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



g3449330 
198 

1.0e-107 

367 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDJ14, complete sequence [Arabidopsis thaliana] 



PI clone: 



146381 

LIB3168-073-P1-K1-F10 

BLASTX 

gl20675 

469 

5.0e-47 

107 

84 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 

>gi_66011_p±r DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA27844_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 


146382 


Seq. ID 


LIB3168-073-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4510397 


BLAST score 


736 


E value 


2.0e-78 


Match length 


143 


% identity 


99 


NCBI Description 


(AC006587) putative preproMP27-MP32 


Seq. No. 


146383 


Seq. ID 


LIB3168-073-P1-K1-F12 


Method 


BLASTN 


NCBI GI 


g4371278 


BLAST score 


212 


E value 


1.0e-115 


Match length 


424 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence [Arabidopsis thaliana] 
146384 

LIB3168-073-P1-K1-F3 

BLASTN 

g2264307 

126 

2.0e-64 

316 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MED24, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



146385 

LIB3168-073-P1-K1-F4 
BLASTX 



18330 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!628583 
49 

6.0e-23 

58 

88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146386 

LIB3168-073-P1-K1-F5 

BLASTX 

gll2682 

583 

2.0e-60 

136 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146387 

LIB3168-073-P1-K1-F6 

BLASTX 

gll2682 

617 

2.0e-64 

124 

93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146388 

LIB3168-073-P1-K1-F7 

BLASTX 

g730129 

707 

6.0e-75 

140 

99 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 
>gi_3169310 (AF017641) nucleoside diphosphate kinase type 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



146389 

LIB3168-073-P1-K1-F8 

BLASTX 

g3170525 

400 

5.0e-39 

99 

79 



18331 



NCBI Description (AF054615) cellulase [Fragaria x ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146390 

LIB3168-073-P1-K1-F9 

BLASTX 

gll2681 

504 

3.0e-51 

121 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146391 

LIB3168-073-P1-K1-G1 

BLASTX 

gll69598 

571 

4.0e-59 

103 

99 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146392 

LIB3168-073-P1-K1-G10 

BLASTX 

gll2682 

686 

2.0e-72 

141 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605 jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146393 

LIB3168-073-P1-K1-G12 

BLASTN 

g511598 

338 

0.0e+00 

374 

28 

Arabidopsis thaliana cell wall protein 
complete cds 



(APTR-1) gene, 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



146394 

LIB3168-073-P1-K1-G3 

BLASTN 

g4757414 



18332 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



412 

0.0e+00 

420 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 

146395 

LIB3168-073-P1-K1-G4 

BLASTX 

gll2682 

775 

6.0e-83 

146 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146396 

LIB3168-073-P1-K1-G5 

BLASTX 

gll2737 

369 

2.0e-35 

116 

66 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146397 

LIB3168-073-P1-K1-G6 

BLASTX 

gl31143 

690 

5.0e-73 

133 

95 

PHOTOS YSTEM I P700 CHLOROPHYLL A APOPROTEIN Al 

>gi_72670_pir A1NTP7 photosystem I P700 apoprotein Al - 

common tobacco chloroplast >gi_11830_emb_CAA77352_ (Z00044) 
PSI P700 apoprotein Al [Nicotiana tabacum] 

>gi_225198_prf 1211235AC photosystem I P700 apoprotein Al 

[Nicotiana tabacum] 

146398 

LIB3168-073-P1-K1-G7 

BLASTN 

g4585896 

343 



18333 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

423 

94 

Arabidopsis thaliana chromosome II BAC F13I13 genomic 
sequence, complete sequence 

146399 

LIB3168-073-P1-K1-H10 

BLASTX 

gl628583 

257 

3.0e-22 

51 
94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAAl68 92_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146400 

LIB3168-073-P1-K1-H11 

BLASTX 

gl628583 

573 

3.0e-59 

109 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146401 

LIB3168-073-P1-K1-H12 

BLASTN 

g4519189 

193 

1.0e-104 

326 
49 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K5A21, complete sequence 

146402 

LIB3168-073-P1-K1-H2 

BLASTX 

gll2681 

585 

1.0e-60 

139 
82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



146403 

LIB3168-073-P1-K1-H3 



18334 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!628583 

608 

2.0e-63 

120 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



146404 

LIB3168-073-P1-K1-H4 

BLASTX 

gll2741 

48 

4.0e-68 

131 

98 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4 4 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146405 

LIB3168-073-P1-K1-H5 

BLASTX 

g!12681 

541 

1.0e-55 

106 
96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 146406 

Seq. ID LIB3168-073-P1-K1-H6 

Method BLASTX 

NCBI GI g5 95413 

BLAST score 163 

E value 3.0e-ll 

Match length 104 

% identity 38 

NCBI Description (U11236) beta COP [Saccharomyces cerevisiae] 

Seq. No. 146407 

Seq. ID LIB3168-073-P1-K1-H8 

Method BLASTX 

NCBI GI g2660672 

BLAST score 337 

E value 2.0e-31 

Match length 74 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18335 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



89 

(AC002342) similar to pMSlO protein [Arabidopsis thaliana] 
146408 

LIB3168-074-P1-K1-A11 

BLASTX 

gll2681 

629 

9.0e-66 

158 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi__808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146409 

LIB3168-074-P1-K1-A3 

BLASTX 

gll07501 

420 

3.0e-41 

139 

63 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

146410 

LIB3168-074-P1-K1-A4 

BLASTX 

gl628583 

639 

7.0e-67 

123 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146411 

LIB3168-074-P1-K1-A5 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146412 

LIB3168-074-P1-K1-A6 
BLASTX 



18336 





flip 


NCBI GI 


gl628583 


BLAST score 


393 


E value 


1.0e-38 


Match length 


78 


% identity 


99 


NCBI Description 


(U66916) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146413 

LIB3168-074-P1-K1-A8 

BLASTX 

gl628583 

55 

1.0e-67 

138 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146414 

LIB3168-074-P1-K1-B1 

BLASTX 

gll2739 

542 

1.0e-55 

144 

76 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146415 

LIB3168-074-P1-K1-B10 

BLASTX 

gll2682 

711 

2.0e-75 

158 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146416 

LIB3168-074-P1-K1-B11 

BLASTX 

glll3941 

96 

3.0e-03 



18337 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 
66 

(U40713) Pv42p [Phaseolus vulgaris] 



-074-P1-K1-B2 



146417 
LIB3168 
BLASTX 
gll2741 
592 

2.0e-61 

142 
81 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi__395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146418 

LIB3168-074-P1-K1-B3 

BLASTN 

g4159712 

195 

1.0e-106 

263 
94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

146419 

LIB3168-074-P1-K1-B4 

BLASTX 

gl628583 

381 

1.0e-36 

101 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146420 

LIB3168-074-P1-K1-B6 

BLASTN 

g3080430 

272 

1.0e-151 

496 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T19P19 



Seq. No. 
Seq. ID 
Method 



146421 

LIB3168-074-P1-K1-B7 
BLASTX 



1833$ 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4204299 
783 

1.0e-83 

169 
90 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

146422 

LIB3168-074-P1-K1-B8 

BLASTN 

gl6231 

55 

6.0e-23 

67 

96 

Arabidopsis CRA1 gene for 12S seed storage protein 
>gi_166675_gb_M37247_ATHCRAlAA A. thaliana 12S ^storage 
protein CRAl gene, exons 1-4 -^-^ 

146423 

LIB3168-074-P1-K1-C10 

BLASTX 

g!628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146424 

LIB3168-074-P1-K1-C11 

BLASTX 

gll2737 

322 

1.0e-29 

153 
49 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146425 

LIB3168-074-P1-K1-C12 

BLASTX 

g4204298 

603 

1.0e-62 

149 

79 

(AC003027) lcl_prt_seq No definition line found 



-18339 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
146426 

LIB3168-074-P1-K1-C2 

BLASTX 

g4582468 

722 

1.0e-76 

146 
100 

(AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

■E value 

Match length 

% identity 

NCBI Description 



146427 

LIB3168-074-P1-K1-C4 

BLASTN 

g4220645 

165 

1.0e-87 : • ^ - ~ v 

380 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MYA6, complete sequence [Arabidopsis thaliana] 



PI clone; 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146428 

LIB3168-074-P1-K1-C5 

BLASTX 

gll2737 

549 

2.0e-56 

137 

78 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146429 

LIB3168-074-P1-K1-C6 

BLASTX 

gll2682 

679 

1.0e-72 

165 
84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor {CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



146430 

LIB3168-074-P1-K1-C8 
BLASTX 



18340 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146431 

LIB3168-074-P1-K1-C9 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146432 

LIB3168-074-P1-K1-D1 

BLASTN 

g4581161 

147 

6.0e-77 

458 

27 

Arabidopsis thaliana chromosome II BAC T20G20 genomic 
sequence, complete sequence 

146433 

LIB3168-074-P1-K1-D10 

BLASTX 

gll2681 

729 

2.0e-77 

162 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936__emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146434 

LIB3168-074-P1-K1-D11 

BLASTX 

gll2741 

785 

5.0e-84 

162 

91 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 



18341 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146435 

LIB3168-074-P1-K1-D12 

BLASTX 

gll2739 

673 

8.0e-71 

168 

79 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi_68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi__395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146436 

LIB3168-074-P1-K1-D2 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146437 

LIB3168-074-P1-K1-D3 

BLASTX 

g4204299 

640 

6.0e-67 

124 

100 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

146438 

LIB3168-074-P1-K1-D5 

BLASTN 

g3869069 

445 

0.0e+00 

449 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



146439 

LIB3168-074-P1-K1-D6 



18342 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
gll2741 

862 

5.0e-93 

160 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146440 

LIB3168-074-P1-K1-D7 

BLASTX 

gl628583 

611 

1.0e-63 

117 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146441 

LIB3168-074-P1-K1-D8 

BLASTX 

gl628583 

719 

3.0e-76 

173 

83 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146442 

LIB3168-074-P1-K1-E1 

BLASTX 

gl628583 

626 

2.0e-65 

167 

77 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



146443 

LIB3168-074-P1-K1-E10 

BLASTX 

gl628583 

642 

3.0e-67 
123 



18343 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146444 

LIB3168-074-P1-K1-E11 

BLASTN 

g2088638 

468 

0.0e+00 

484 

99 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

146445 

LIB3168-074-P1-K1-E12 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146446 

LIB3168-074-P1-K1-E2 

BLASTX 

gl628583 

904 

7.0e-98 

184 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146447 

LIB3168-074-P1-K1-E3 

BLASTN 

g4220638 

508 

0.0e+00 

527 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIF21, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



146448 

LIB3168- 

BLASTX 

g!12739 

321 

6.0e-30 



■074-P1-K1-E4 



18344 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 
77 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205__emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146449 

LIB3168-074-P1-K1-E5 

BLASTX 

gl628583 

223 

5.0e-18 

98 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



146450 

LIB3168-074-P1-K1-E6 

BLASTX 

g!12682 

739 

2.0e-84 

170 

93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146451 

LIB3168-074-P1-K1-E7 

BLASTX 

gll2681 

745 

3.0e-79 

178 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146452 

LIB3168-074-P1-K1-E8 

BLASTX 

gl628583 

323 

6.0e-30 
62 



18345 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146453 

LIB3168-074-P1-K1-E9 

BLASTX 

gl628583 

804 

3.0e-86 

165 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146454 

LIB3168-074-P1-K1-F1 

BLASTX 

gll2737 

320 

2.0e-29 

151 

49 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146455 

LIB3168-074-P1-K1-F11 

BLASTN 

g4691223 

143 

2.0e-74 

391 

92 

Arabidopsis thaliana DNA chromosome 3, BAC clone F4F15 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146456 

LIB3168-074-P1-K1-F12 

BLASTX 

gll2682 

696 

1.0e-73 

159 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor {CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb__CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



18346 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146457 

LIB3168-074-P1-K1-F2 

BLASTX 

gl628583 

642 

3.0e-67 
123 

100 - 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146458 

LIB3168-074-P1-K1-F3 

BLASTX 

g4531444 

247 

6.0e-21 

71 

73 

(AC006224) putative protein kinase [Arabidopsis thaliana] 
146459 

LIB3168-074-P1-K1-F4 

BLASTX 

g!628583 

637 

1.0e-66 

122 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146460 

LIB3168-074-P1-K1-F5 

BLASTX 

gll2681 

673 

6.0e-71 

154 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_erab_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



146461 

LIB3168-074-P1-K1-F6 

BLASTX 

gll2737 

549 

3.0e-71 

163 

76 



18347 



NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi_68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 

1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146462 

LIB3168-074-P1-K1-F7 

BLASTX 

gll2739 

676 

4.0e-71 

170 

77 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi__68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 

2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146463 

LIB3168-074-P1-K1-F8 - 

BLASTX 

gll69515 

775 

8.0e-83 

152 

97 

EM-LIKE PROTEIN GEA1 >gi_2119768_pir S34819 embryonic 

abundant protein Eml - Arabidopsis thaliana 
>gi_298070_emb_CAA77509_ (Z11158) Em protein [Arabidopsis 
thaliana] >gi__298072__emb_CAA77 979_ (Z11921) Em protein 
homologue [Arabidopsis thaliana] >gi_3068708 (AF049236) Eml 
protein [Arabidopsis thaliana] 

146464 

LIB3168-074-P1-K1-F9 

BLASTX 

g3335169 

883 

2.0e-95 

164 

100 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



146465 

LIB3168-074-P1-K1-G1 

BLASTX 

gll2681 

675 

4.0e-71 



18348 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



158 
84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi__166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146466 

LIB3168-074-P1-K1-G10 

BLASTX 

gl31289 

69 

1.0e-75 

171 

77 

PHOTOSYSTEM II 44 KD REACTION CENTRE PROTEIN (P6 PROTEIN) 

(CP43) >gi_72709_pir F2NT44 photosystem II chlorophyll 

a-binding protein psbC - common tobacco chloroplast 

>gi_225285_prf 1211235W photosystem II 44kD protein 

[Nicotiana tabacum] 

146467 

LIB3168-074-P1-K1-G11 

BLASTX 

gll9350 

515 

2.0e-52 

102 

98 

ENOLASE ( 2 - PHOS PHOGL YCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 

146468 

LIB3168-074-P1-K1-G12 

BLASTX 

g!628583 

820 

4.0e-88 

156 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146469 

LIB3168-074-P1-K1-G2 

BLASTX 

gl628583 

617 

2.0e-64 



18349 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



129 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146470 

LIB3168-074-P1-K1-G3 

BLASTX 

gll2739 

557 

3.0e-57 

148 

76 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146471 

LIB3168-074-P1-K1-G4 

BLASTX 

gl628583 

634 

3.0e-66 

123 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146472 

LIB3168-074-P1-K1-G6 

BLASTX 

gll8926 

303 

1.0e-27 

120 

52 

DE S S I CAT I ON - RE L AT E D PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 

146473 

LIB3168-074-P1-K1-G7 

BLASTX 

g4204298 

638 

8.0e-67 

138 

90 



18350 



NCBI Description 



Seq. No. 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

146474 

LIB3168-074-P1-K1-G8 

BLASTX 

g3402678 

628 

1.0e-65 

160 

79 

(AC004697) putative adenylate kinase [Arabidopsis thaliana] 
146475 

LIB3168-074-P1-K1-G9 
BLASTX 

gl363488 ^ 
643 

2.0e-67 

125 
99 

IAA8 protein - Arabidopsis thaliana >gi_972919 (U18410) 
IAA8 [Arabidopsis thaliana] >gi_4314364_gb_AAD15575_ 
(AC006340) auxin-induced IAA8 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146476 

LIB3168-074-P1-K1-H10 

BLASTX 

gl628583 

882 

2.0e-95 

180 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146477 

LIB3168-074-P1-K1-H11 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



146478 

LIB3168-074-P1-K1-H12 

BLASTX 

gll2682 

530 

2.0e-54 
102 



18351 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146479 

LIB3168-074-P1-K1-H2 

BLASTX 

gl628583 

631 

6.0e-66 

123 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146480 

LIB3168-074-P1-K1-H3 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146481 

LIB3168-074-P1-K1-H4 

BLASTX 

g!628583 

255 

6.0e-22 

136 

75 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146482 

LIB3168-074-P1-K1-H8 

BLASTX 

g2129657 

489 

3.0e-49 

130 

79 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 



146483 



18352 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3168-074-P1-K1-H9 

BLASTX 

gl37465 

778 

4.0e-83 

157 

98 

VACUOLAR ATP SYNTHASE SUBUNIT B (V-ATPASE B SUBUNIT) 

(V-ATPASE 57 KD SUBUNIT) >gi_81637_pir A31886 

H-i— transporting ATPase (EC 3.6.1.35) 57K chain - 
Arabidopsis thaliana >gi_166627 (J04185) nucleotide-binding 
subunit of vacuolar ATPase [Arabidopsis thaliana] 

146484 

LIB3168-075-P1-K1-A1 

BLASTX 

g!12739 

617 

3.0e-64 

158 

77 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711__emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146485 

LIB3168-075-P1-K1-A10 

BLASTX 

gll2682 

174 

5.0e-86 

183 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146486 

LIB3168-075-P1-K1-A12 

BLASTN 

g3763915 

479 

0.0e+00 

503 

99 

Arabidopsis thaliana chromosome II BAC F14B2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

146487 

LIB3168-075-P1-K1-A2 
BLASTX 



18353 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ideaipsty 

NCBI Description 



g2129767 
697 

1.0e-73 

140 

94 

vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi_1805364__dbj_BAA09615 
(D61394) beta-VPE [Arabidopsis thaliana] 



146488 

LIB3168-075-P1-K1-A3 

BLASTN 

g4159704 

99 

6.0e-49 

99 

100 

Arabidopsis thaliana genomic DNA, 
MCB17, complete sequence 



chromosome 3, PI clone: 



146489 

LIB3168-075-P1-K1-A4 

BLASTX 

g4204299 

560 

1.0e-57 

113 

96 

(AC003027) lcl_prt__seq No definition line found 
[Arabidopsis thaliana] 

146490 

LIB3168-075-P1-K1-A5 

BLASTX 

g267073 

746 

2.0e-79 

137 

99 

TUBULIN BETA- 2 /BETA- 3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

146491 

LIB3168-075-P1-K1-A6 

BLASTX 

gll2743 

713 

1.0e-75 

148 

90 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68856_pir_NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 



18354 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

146492 

LIB3168-075-P1-K1-A7 

BLASTX 

gll2739 

563 

5.0e-58 

149 

75 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_l 66615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146493 

LIB3168-075-P1-K1-A9 

BLASTX 

gl082359 

174 

2.0e-12 

68 

49 

excision repair protein ERCC5 - human >gi_306742 (L20046) 
excision repair protein [Homo sapiens] 

146494 

LIB3168-075-P1-K1-B1 

BLASTX 

gl!2681 

659 

3.0e-69 

129 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146495 

LIB3168-075-P1-K1-B10 

BLASTN 

gl628582 

124 

3.0e-63 

319 

58 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 

146496 

LIB3168-075-P1-K1-B11 



18355 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl29817 

610 

1.0e-63 

131 

90 

BASIC PEROXIDASE E PRECURSOR >gi_8 1653_pir JU0458 

(EC 1.11.1.7) E - Arabidopsis thaliana 



peroxidase 
>gi 166807 



(M58381) peroxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146497 

LIB3168-075-P1-K1-B12 

BLASTX 

g2828281 

482 

2.0e-48 

171 

58 

(AL021687) hypothetical protein [Arabidopsis thaliana] 
>gi_2832635_emb_CAA16764_ (AL021711) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146498 

LIB3168-075-P1-K1-B4 

BLASTX 

gll76671 

325 

5.0e-30 

123 

49 

PUTATIVE GLUCOSYLTRANSFERASE C08B11.8 

>gi_3874174_emb_CAA86666_ (Z46676) C08B11.8 [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146499 

LIB3168-075-P1-K1-B5 

BLASTX 

g3860277 

624 

4.0e-65 

152 

82 

(AC005824] 
thaliana] 



putative ribosomal protein L10 [Arabidopsis 
>gi__4314394_gb_AAD15604_ (AC006232) putative 



ribosomal protein L10A [Arabidopsis thaliana] 
146500 

LIB3168-075-P1-K1-B6 

BLASTX 

gll09699 

702 

3.0e-74 

138 

98 

(X83381) gibberellin 20-oxidase [Arabidopsis thaliana] 



Seq. No. 



146501 



18356 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-075-P1-K1-B8 

BLASTX 

g2980641 

444 

4.0e-44 

152 

62 

(Y11250) multi resistance protein [Arabidopsis thaliana] 
146502 

LIB3168-075-P1-K1-C10 

BLASTX 

g4091806 

188 

3.0e-14 

86 

48 

(AF052585) CONSTANS-like protein 2 [Malus domestica] 
146503 

LIB3168-075-P1-K1-C11 

BLASTX 

gll2681 

759 

6.0e-81 

166 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146504 

LIB3168-075-P1-K1-C12 

BLASTX 

g4204299 

802 

5.0e-86 

173 

90 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

146505 

LIB3168-075-P1-K1-C2 

BLASTX 

gl33916 

605 

7.0e-63 

124 

91 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S2 >gi J70857_pir R3SP2 

ribosomal protein S2 - spinach chloroplast 
>gi_12256_einb__CAA29343_ (X05916) rps2 protein {AA 1-236) 
[Spinacia oleracea] 



18357 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146506 

LIB3168-075-P1-K1-C5 

BLASTN 

g2264310 

419 

0.0e+00 

460 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MKP11, complete sequence [Arabidopsis thaliana] 



PI clone: 



146507 

LIB3168-075-P1-K1-C6 

BLASTX 

gl!2682 

766 

8.0e-82 

160 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

:NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146508 

LIB3168-075-P1-K1-C7 

BLASTN 

g3449315 

473 

0.0e+00 

558 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K23L20, complete sequence [Arabidopsis thaliana] 

146509 

LIB3168-075-P1-K1-C8 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



146510 

LIB3168-075-P1-K1-C9 

BLASTX 

g82223 

55 

5.0e-ll 

60 

72 

hypothetical protein 70B 



common tobacco chloroplast 



1^358 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_11878_emb_CAA77391_ (Z00044) hypothetical protein 
[Nicotiana tabacum] >gi_1223681_emb_CAA77402_ (Z00044) 
hypothetical protein [Nicotiana tabacum] 
>gi_225250_prf 1211235CJ ORF 70B [Nicotiana tabacum] 

146511 

LIB3168-075-P1-K1-D1 

BLASTX 

g2435518 

343 

3.0e-32 

112 

68 

(AF024504) contains similarity to C3HC4-type zinc fingers 
[Arabidopsis thaliana] 

146512 

LIB3168-075-Pl^l-Dll 

BLASTX : ^ 

g2129657 

255 

4.0e-30 

107 

74 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

146513 

LIB3168-075-P1-K1-D12 

BLASTN 

g2104523 

363 

0.0e+00 

382 

99 

Arabidopsis thaliana BAC T10M13 from chromosome IV, from 
10.8 cM to 11.6 cM, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



146514 

LIB3168-075-P1-K1-D3 

BLASTX 

gl628583 

343 

1.0e-32 

104 

71 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146515 

LIB3168-075-P1-K1-D4 

BLASTX 

g4507311 

215 



18359 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-17 

103 
40 

suppressor of Ty (S . cerevisiae) - 4 homolog 1 
>gi_3122873_sp_Q16550_SPT4_HUMAN TRANSCRIPTION INITIATION 
PROTEIN SPT4 HOMOLOG 1 >gi_1209779 (U43923) similar to 
Saccharomyces cerevisiae Spt4; protein has potential 
N-terminal zinc-finger [Homo sapiens] >gi_1401053 (U38818) 
SUPT4H [Homo sapiens] >gi_1401055 (U38817) SUPT4H [Homo 
sapiens] >gi_1401066 (U43154) Supt4h [Mus musculus] 
>gi_377 9194 (U96809) chromatin structural protein homolog 
[Mus musculus] 

146516 

LIB3168-075-P1-K1-D5 

BLASTX 

gl!2737 

445 

2.0e-44 

115 

74 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 

1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146517 

LIB3168-075-P1-K1-D6 

BLASTX 

gll2739 

654 

1.0e-68 

169 

76 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 

2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146518 

LIB3168-075-P1-K1-D9 

BLASTX 

gl903357 

306 

7.0e-28 

95 
62 

(AC000104) Strong similarity to Arabidopsis 2A6 
(gb_X83096) . [Arabidopsis thaliana] 



Seq. No. 



146519 



18360 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-075-P1-K1-E10 

BLASTX 

gll2681 

455 

2.0e-45 

140 

71 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146520 

LIB3168-075-P1-K1-E11 

BLASTX 

g!628583 

668 

3.0e-70 

135 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146521 

LIB3168-075-P1-K1-E12 

BLASTX 

g4204298 

747 

1.0e-79 

149 

95 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

146522 

LIB3168-075-P1-K1-E3 

BLASTN 

g2160132 

36 

2.0e-ll 

43 

95 

Sequence of BAC F19K23 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

146523 

LIB3168-075-P1-K1-E4 

BLASTN 

g3482964 

365 

0.0e+00 

420 

96 

Arabidopsis thaliana DNA chromosome 2, BAC clone F13D4 
(ESSAII project) 



18361 



Seq. No. 146524 

Seq. ID LIB3168-075-P1-K1-E5 

Method BLASTX 

NCBI GI g2529672 

BLAST score 230 

E value 5.0e-19 

Match length 59 

% identity 73 

NCBI Description (AC002535) putative pectinesterase [Arabidopsis thaliana] 

Seq. No. 146525 

Seq. ID LIB3168-075-P1-K1-E6 

Method BLASTX 

NCBI GI gll70939 

BLAST score 565 

E value 3.0e-58 

Match length 118 

% identity 90 



NCBI Description S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_10844 08_pir S46540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108_emb_CAA808 67_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146526 

LIB3168-075-P1-K1-E7 

BLASTX 

gl32863 

637 

8.0e-67 

123 

97 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L2 

>gi_12214_emb_CAA46568_ (X65615) ribosomal protein L2 
[Sinapis alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146527 

LIB3168-075-P1-K1-E8 

BLASTX 

g2154720 

244 

1.0e-20 

49 

100 

(Y07648) nitrilase 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146528 

LIB3168-075-P1-K1-F10 

BLASTN 

gl6181 

40 

4.0e-13 

279 

79 

A. thaliana gene for tonoplast intrinsic protein 



18362 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



alpha-TIP (Ara) >gi_166622_gb_M84343_ATHATIP Arabidopsis 
thaliana tonoplast intrinsic protein (alpha-TIP) gene, 
complete cds 



146529 

LIB3168-075-P1-K1-F11 

BLASTX 

gl!2741 

854 

5.0e-92 

161 

98 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855_pir 



Seq. No. 
Seq. ID 



3 PRECURSOR (2S ALBUMIN STORAGE 
_ NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_JL66616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi__395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1__ CAL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146530 

LIB3168-075-P1-K1-F2 

BLASTN 

g3869064 

424 

0.0e+00 

498 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1013, complete sequence [Arabidopsis thaliana] 

146531 

LIB3168-075-P1-K1-F3 

BLASTX 

gl628583 

461 

2.0e-46 

91 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146532 

LIB3168-075-P1-K1-F4 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146533 

LIB3168-075-P1-K1-F5 



18363 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll2682 

604 

6. 0e-63 

137 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146534 

LIB3168-075-P1-K1-F6 

BLASTX 

g2351374 

384 

4.0e-37 

93 

81 

(U54560) putative 26S proteasome subunit athMOV34 
[Arabidopsis thaliana] 

146535 

LIB3168-075-P1-K1-F7 

BLASTX 

g4337109 

193 

1.0e-14 

103 

47 

(AF129756) BAT 3 [Homo sapiens] 
146536 

LIB3168-075-P1-K1-F9 

BLASTX 

g!12737 

702 

3.0e-74 

164 

82 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24 745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



146537 

LIB3168-075-P1-K1-G1 

BLASTX 

g2499811 

624 

3.0e-65 

122 

98 



18364 



NCBI Description PROFILIN 2 >gi_1353766 (U43323) profilin 2 [Arabidopsis 
thaliana] >gi_1353772 (U43326) profilin 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 
Method 
NCBI GI 



146538 

LIB3168-075-P1-K1-G10 

BLASTX 

gl628583 

452 

6.0e-49 

129 

77 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146539 

LIB3168-075-P1-K1-G11 

BLASTX 

g4678226 

581 

7.0e-61 

137 

93 

(AC007135) putative 40S ribosomal protein S14 [Arabidopsis 
thaliana] 

146540 

LIB3168-075-P1-K1-G12 

BLASTX 

gll2682 

52 

6.0e-53 

143 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor {CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146541 

LIB3168-075-P1-K1-G2 

BLASTX 

gl628583 

667 

4.0e-70 

161 

81 

(066916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146542 

LIB3168-075-P1-K1-G4 

BLASTX 

g!12739 



18365 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



435 

3.0e-55 

141 

79 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205__emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 


"I A A *3 


beg. xu 


LlDJiDO U / J rl J\-L oj 


Method 


BLASTX 


NCBI GI 


g3292827 


BLAST score 


504 


E value 


4.0e-51 


Match length 


. 118 


% identity 


79 


NCBI Description 


(AL031018) putative protein 


Seq. No. 


146544 


Seq. ID 


LIB3168-075-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


g2342673 


BLAST score 


274 


E value 


1.0e-153 


Match length 


290 


% identity 


99 


NCBI Description 


Sequence of BAC F7G19 from 



1, complete sequence [Arabidopsis thaliana] 



Seq. No. 


146545 


Seq. ID 


LIB3168-075-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3924615 


BLAST score 


139 


E value 


2.0e-08 


Match length 


55 


% identity 


93 


NCBI Description 


(AF069442) hypothetical 


Seq. No. 


146546 


Seq. ID 


LIB3168-075-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


gll2739 


BLAST score 


560 


E value 


2.0e-63 


Match length 


160 


% identity 


77 


NCBI Description 


2S SEED STORAGE PROTEIN 




PROTE IN ) >gi_6 885 4_pir 




Arabidopsis thaliana >gi 



2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871__ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 



18366 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor [Arabidopsis thaliana] 
146547 

LIB3168-075-P1-K1-G9 

BLASTN 

g4159704 

320 

1.0e-180 

407 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MCB17, complete sequence 



PI clone: 



Seq. No. 


1 A C C A O 


Seq. ID 


LIB3168-075-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2245085 


BLAST score 


284 


E value 


1.0e-25 


Match length 


68 


% identity 


85 


NCBI Description 


(Z97343) lactate dehydrogenase [Arabidopsis thaliana] 


Seq. No. 


146549 


Seq. ID 


LIB3168-075-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


gll2737 


BLAST score 


567 


E value 


2.0e-58 


Match length 


141 


% identity 


79 


NCBI Description 


2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_l 66614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710__emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146550 

LIB3168-075-P1-K1-H3 

BLASTN . 

g3892698 

36 

2.0e-ll 

48 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7K2 
(ESSAII project) 

146551 

LIB3168-075-P1-K1-H4 

BLASTX 

gll2682 

655 

8.0e-69 
153 



18367 




% identity 82 

NCBI Description 12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146552 

LIB3168-075-P1-K1-H5 

BLASTN 

gl6559 

174 

4.0e-93 

232 

95 

A. thaliana gene for tRNA-Ala (P-2-L) 
146553 

LIB3168-075-P1-K1-H6 

BLASTX 

gll2681 

567 

2.0e-58 

124 
93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146554 

LIB3168-075-P1-K1-H7 

BLASTX 

gl628583 

651 

3.0e-68 

134 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146555 

LIB3168-075-P1-K1-H8 

BLASTX 

gl!2737 

86 

1.0e-63 

163 

78 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 



18368 



precursor [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146556 

LIB3168-075-P1-K1-H9 

BLASTX 

gll2739 

48 

3.0e-4 9 

148 

78 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description, 



146557 

LIB3168-076-P1-K1-A1 

BLASTN 

g4335744 

161 

3.0e-85 

420 

100 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146558 

LIB3168-076-P1-K1-A10 

BLASTX 

g2500347 

441 

1.0e-43 

128 
71 

NHP2/RS6 FAMILY PROTEIN YEL026W HOMOLOG 

>gi_3878691_emb_CAA90127_ (Z4 9911) similar to ribosomal 
protein (L7AE family); cDNA EST EMBL:D73957 comes from this 
gene; cDNA EST EMBL:D71298 comes from this gene; cDNA EST 
EMBL:D74077 comes from this gene; cDNA EST EMBL:D71393 
comes from this gene; cD 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146559 

LIB3168-076-P1-K1-A11 

BLASTN 

g4589428 

433 

0.0e+00 

491 

97 

Arabidopsis thaliana genomic DNA, 
MFH8, complete sequence 



chromosome 5, PI clone: 



Seq. No. 
Seq. ID 



146560 

LIB3168-076-P1-K1-A12 



18369 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146561 

LIB3168-076-P1-K1-A2 

BLASTX 

gll2682 

670 

2.0e-70 

161 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146562 

LIB3168-076-P1-K1-A3 

BLASTX 

g464806 

148 

2.0e-09 

110 

32 

SIGNAL RECOGNITION PARTICLE 72 KD PROTEIN (SRP72) 

>gi__423182_pir A40692 signal recognition particle 72K 

chain - dog >gi_297768_emb_CAA48014_ (X67813) signal 
recognition particle, 72 kDa subunit [Canis familiaris] 

146563 

LIB3168-076-P1-K1-A4 

BLASTX 

gl628583 

636 

2.0e-66 

123 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



146564 

LIB3168-076-P1-K1-A5 

BLASTN 

g2351067 

355 

0.0e+00 

429 

93 



18370 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MP012, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146565 

LIB3168-076-P1-K1-A7 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S* 
cruciferin seed storage protein [Arabidopsis thaliana] 

146566 

LIB3168-076-P1-K1-A8 

BLASTX 

g2160151 

747 

2.0e-79 

176 

85 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb_X77260) . [Arabidopsis thaliana] 

146567 

LIB3168-076-P1-K1-A9 

BLASTX 

gl!2681 

810 

6.0e-87 

174 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



146568 

LIB3168-076-P1-K1-B1 

BLASTX 

gl402904 

724 

7.0e-77 

139 

99 

(X98313) peroxidase [Arabidopsis thaliana] 
146569 

LIB3168-076-P1-K1-B10 

BLASTX 

g3478700 

163 

8.0e-67 
145 



18371 



% identity 

NCBI Description 

Seq. No/ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

(AF034387) AFT protein [Arabidopsis thaliana] 
146570 

LIB3168-07 6-P1-K1-B11 

BLASTX 

g418854 

768 

4.0e-82 

154 

18 

ubiquitin precursor - parsley >gi_288112_emb_CAA45621_ 
(X64344) polyubiquitin [Petroselinum crispum] 
>gi_288114_emb_CAA45622_ (X64345) polyubiquitin 
[Petroselinum crispum] 

146571 

LIB3168-076-P1-K1-B12 

BLASTX 

g2129532 

396 

2.0e-38 

105 

73 

acyl- [acyl-carrier-protein] desaturase (EC 1.14.99.6) - 
Arabidopsis thaliana >gi_1107507_emb_CAA6374 6_ (X934 61) 
acyl- [acyl-carrier protein] desaturase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146572 

LIB3168-076-P1-K1-B2 

BLASTX 

gll2682 

717 

4.0e-76 

159 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146573 

LIB3168-076-P1-K1-B3 

BLASTN 

g4512690 

455 

0.0e+00 

490 

98 

Arabidopsis thaliana chromosome II BAC F11A3 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 



146574 

LIB3168-076-P1-K1-B4 
BLASTX 



18372 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3367515^ - 
709 

5.0e-75 

141 

96 

(AC004392) Similar to 

glucose- 6-phosphate/phosphate-translocator (GPT) 
gb_AF020814 from Pisum sativum. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146575 

LIB3168-076-P1-K1-B5 

BLASTN 

g3449323 

51 

8.0e-20 

71 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZA1 5 , complete sequence [Arabidopsis' thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146576 

LIB3168-076-P1-K1-B6 

BLASTX 

gll2681 

749 

9.0e-80 

174 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir SO 8 50 9 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


146577 


Seq. ID 


LIB3168-076-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4218121 


BLAST score 


588 


E value 


7.0e-61 


Match length 


172 


% identity 


67 


NCBI Description 


(AL035353) putative protein [Arabidopsis thaliana] 


Seq. No. 


146578 


Seq. ID 


LIB3168-076-P1-K1-B8 


Method 


BLASTN 


NCBI GI 


g3046847 


BLAST score 


296 


E value 


1.0e-165 


Match length 


556 


% identity 


75 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosomes, TAC 




K11J9, complete sequence [Arabidopsis thaliana] 


Seq. No. 


146579 


Seq. ID 


LIB3168-076-P1-K1-B9 



clone : 



18373 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2129657 

534 

2.0e-54 

137 

81 

oleosin isoform - Arabidopsis thaliana 

>gi_987 014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA9087 8_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 


i a a sen 


oeg. lu 


T TR^1 ^R-mfl-Pl —Kl —PI 


neinou 


JDJjrio 1 A 


NCBI GI 


gl817546 


BLAST score 


175 


E value 


4.0e-13 


Match length 


64 


% identity 


55 


NCBI Description 


(D83997) mabinlin [Capparis masaikai] 


Seq. No. 


146581 


Seq. ID 


LIB3168-076-P1-K1-C10 


Method 


BLASTX 


NCBI GI - 


gl!2737 


BLAST score 


588 


E value 


6.0e-61 


Match length 


141 


% identity 


81 


NCBI Description 


2S SEED STORAGE PROTEIN 1 PRECURSOR (2S 



PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146582 

LIB3168-076-P1-K1-C11 

BLASTX 

gl!2737 

613 

8.0e-64 

149 

79 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb__CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb__CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



146583 
LIB3168- 
BLASTX 
gll2682 



■076-P1-K1-C12 



18374 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



697 

1.0e-73 

169 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146584 

LIB3168-076-P1-K1-C3 

BLASTX 

gl628583 

760 

5.0e-81 

159 
92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146585 

LIB3168-076-P1-K1-C4 

BLASTX 

gl628583 

744 

4.0e-79 

155 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146586 

LIB3168-076-P1-K1-C5 

BLASTX 

gl628583 

577 

1.0e-59 

145 
78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146587 

LIB3168-076-P1-K1-C6 

BLASTX 

g2622714 

329 

2.0e-30 

136 

46 

(AE000918) phosphonopyruvate decarboxylase 
[Methanobacterium thermoautotrophicum] 



18375 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146588 

LIB3168-076-P1-K1-C7 

BLASTX 

gll2681 

609 

1.0e-63 

121 
99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146589 

LIB3168-07 6-P1-K1-C8 

BLASTX 

gll2737 

331 

3.0e-31 

84 

77 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb__CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146590 

LIB3168-076-P1-K1-C9 

BLASTX 

gll4661 

621 

1.0e-64 

129 
91 

ATP SYNTHASE A CHAIN PRECURSOR (SUBUNIT IV) 

>gi_67924__pir LWNT6 H+- transporting ATP synthase (EC 

3.6.1.34) chain a - common tobacco chloroplast 
>gi_11813_emb_CAA77344_ (Z00044) ATPase sunthase IV subunit 

[Nicotiana tabacum] >gi_225273_prf 1211235H ATPase a 

[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146591 

LIB3168-076-P1-K1-D1 

BLASTX 

gll2737 

280 

7.0e-25 

124 

52 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 



18376 




(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146592 

LIB3168-076-P1-K1-D10 

BLASTN 

g4096078 

38 

4.0e-12 

38 

100 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

146593 

LIB3168-076-P1-K1-D11 

BLASTX 

g2129657 

337 

5.0e-35 

109 

73 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

146594 

LIB3168-076-P1-K1-D12 

BLASTN 

g336275 

222 

1.0e-122 

330 

91 

Alnus incana chloroplast tRNA-Ala-tgc (trnA) and 
tRNA-Ile-gta (tml) genes, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146595 

LIB3168-076-P1-K1-D4 

BLASTN 

g2828182 

533 

0.0e+00 

552 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MOJ9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



146596 

LIB3168-076-P1-K1-D5 

BLASTX 

g!12739 

588 

6.0e-61 
152 



18377 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



77 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854__pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146597 

LIB3168-076-P1-K1-D6 

BLASTX 

gl345973 

638 

9.0e-67 

137 

84 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795__dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

146598 

LIB3168-076-P1-K1-D7 

BLASTX 

gl628583 

485 

6.0e-49 

117 

82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146599 

LIB3168-076-P1-K1-D8 

BLASTX 

gll2739 

440 

1.0e-64 

168 

75 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1__ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146600 

LIB3168-076-P1-K1-D9 



18378 





mm 

rt.a^ty 

DlltlU J. /\ 


IN \^1J ±. -L 




BLAST score 


648 


E value 


6. Oe-68 


Match length 


165 


% identity 


81 


NCBI Description 


12S SEED 



STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146601 

LIB3168-076-P1-K1-E1 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



146602 

LIB3168-076-P1-K1-E10 

BLASTN 

g2618601 

68 

7.0e-30 

100 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MHJ24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



146603 

LIB3168-076-P1-K1-E11 

BLASTX 

gll2681 

639 

5.0e-67 

125 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146604 

LIB3168-076-P1-K1-E12 

BLASTX 

gl351272 

512 

4.0e-52 

124 

84 



18379 




NCBI Description TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) >gi_414550 

(U02949) cytosolic triose phosphate isomerase [Arabidopsis 

thaliana] >gi_742408_prf 2009415A triose phosphate 

isomerase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. .No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



146605 

LIB3168-076-P1-K1-E2 

BLASTX 

g4584535 

252 

2.0e-21 

48 

98 

(AL049608) putative protein [Arabidopsis thaliana] 
146606 

LIB3168-076-P1-K1-E3 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146607 

LIB3168-076-P1-K1-E4 

BLASTX 

g4204299 

736 

3.0e-78 

165 

88 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

146608 

LIB3168-076-P1-K1-E5 

BLASTX 

gll2681 

687 

2.0e-72 

146 

95 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146609 

LIB3168-076-P1-K1-E6 

BLASTX 

g3176714 

871 



18380 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-94 

170 

99 

(AC002392) putative tRNA-splicing endonuclease positive 
effector [Arabidopsis thaliana] 

146610 

LIB3168-076-P1-K1-E8 

BLASTX 

gll2682 

646 

5.0e-68 

154 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146611 

LIB3168-076-P1-K1-E9 

BLASTN 

g2182286 

167 

5.0e-89 

259 

91 

Sequence of BAC F20P5 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBi GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146612 

LIB3168-076-P1-K1-F11 

BLASTX 

gll2739 

500 

1.0e-50 

142 

71 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146613 

LIB3168-076-P1-K1-F12 

BLASTX 

gl628583 

642 

3.0e-67 - 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL02174 9) 12S 



18381 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

<E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146614 

LIB3168-076-P1-K1-F2 

BLASTN 

g!707006 

434 

0.0e+00 

466 

99 

Arabidopsis thaliana chromosome II BAC T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

146615 

LIB3168-076-P1-K1-F3 

BLASTX 

gll2681 . 

525 

3.0e-65 

176 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146616 

LIB3168-076-P1-K1-F4 

BLASTX 

gl628583 

519 

7.0e-53 

146 

72 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146617 

LIB3168-076-P1-K1-F6 

BLASTX 

g!12682 

524 

9.0e-75 

169 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



146618 

LIB3168-076-P1-K1-F7 

BLASTX 

gl!2681 



18382 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



506 

4.0e-52 

147 

74 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_einb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


146619 


Seq. ID 


LIB31 68-07 6-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl617268 


BLAST score 


437 


E value 


5.0e-60 


Match length 


140 


% identity 


82 


NCBI Description 


(Z72153) acyl CoA synthetase [Brassica napus] 


Seq. No. 


146620 


Seq. ID 


LIB3168-076-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4469003 


BLAST score 


601 


E value 


8.0e-68 


Match length 


152 


% identity 


87 


NCBI Description 


(AL035602) putative protein [Arabidopsis thaliana] 


Seq. No. 


146621 


Seq. ID 


LIB3168-076-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g2129657 


BLAST score 


458 


E value 


1. 0e-45 


Match length 


121 


% identity 


79 


NCBI Description 


oleosin isoform - Arabidopsis thaliana 




>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidops 




thaliana] >gi_987016__emb_CAA90878_ (Z54165) oleosin 




[Arabidopsis thaliana] 


Seq. No. 


146622 


Seq. ID 


LIB3168-076-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


625 


E value 


3.0e-65 


Match length 


120 


% identity 


100 



NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



146623 

LIB3168-076-P1-K1-G2 



18383 





fl 


VtfDT (IT 


rrl 1 




J -7 \J 


1-1 V dJL 


6 Oe-62 


M^t^h 1 print h 


138 


% identity 


84 


NCBI Description 


12S SEED 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi__808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146624 

LIB3168-076-P1-K1-G3 

BLASTX 

gll2682 

607 

3.0e-63 

142 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146625 

LIB3168-076-P1-K1 -G4 

BLASTX 

gll2682 

737 

2.0e-78 

163 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146626 

LIB3168-076-P1-K1-G5 

BLASTX 

gll2739 

516 

2.0e-52 

139 
75 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871__ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711__emb_CAB3884 5.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 



146627 



18384 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-076-P1-K1-G6 

BLASTX 

gll2682 

583 

7.0e-69 

162 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor {CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146628 

LIB3168-076-P1-K1-G7 

BLASTX 

gl628583 

767 

5.0e-82 

148 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146629 

LIB3168-076-P1-K1-G8 

BLASTX 

gl742961 

236 

4.0e-20 

87 

55 

(X94756) cystathionine gamma -synthase 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146630 

LIB3168-076-P1-K1-G9 

BLASTX 

g4204299 

688 

1.0e-72 

135 

99 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146631 

LIB3168-076-P1-K1-H1 

BLASTX 

gll2741 

545 

4.0e-56 

101 

100 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855_pir_ 



3 PRECURSOR {2S ALBUMIN STORAGE 
NWMU3 2S albumin 3 precursor - 



18385 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146632 

LIB3168-076-P1-K1-H10 

BLASTX 

g418854 

654 

1.0e-68 

136 
17 

ubiquitin precursor - parsley >gi_288112_emb_CAA45621__ 
(X64344) polyubiquitin [Petroselinum crispum] 
>gi_288114_emb_CAA45622__ (X64345) polyubiquitin 
[Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146633 

LIB3168-076-P1-K1-H11 

BLASTN 

g3869062 

46 

1.0e-16 

115 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K11I1, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146634 

LIB3168-076-P1-K1-H12 

BLASTX 

g3335169 

656 

2.0e-74 

144 

95 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo -specific 
protein 1 (ATS1) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



146635 

LIB3168-076-P1-K1-H2 

BLASTN 

g4206762 

243 

1.0e-134 

363 

95 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 

146636 

LIB3168-076-P1-K1-H4 

BLASTN 

g2443899 



18386 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298 

1.0e-167 

475 

100 

Arabidopsis thaliana BAC T3F12 from chromosome IV near 24 
cM, complete sequence [Arabidopsis thaliana] 

146637 

LIB3168-076-P1-K1-H5 

BLASTX 

gll2737 

572 

4.0e-59 

140 

79 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146638 

LIB3168-076-P1-K1-H6 

BLASTX 

gll2737 

399 

5.0e-39 

105 

75 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146639 

LIB3168-076-P1-K1-H7 

BLASTN 

g4159707 

223 

1.0e-122 

404 

91 

Arabidopsis thaliana genomic DNA, 
MJK13, complete sequence 



chromosome 3, PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



146640 

LIB3168-076-P1-K1-H8 

BLASTX 

gl628583 

448 

2.0e-44 
122 



18387 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



146641 

LIB3168-076-P1-K1-H9 

BLASTN 

gl497986 

347 

0.0e+00 

434 

99 

Arabidopsis thaliana SCARECROW 
cds 



(SCARECR0W1) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



146642 

LIB3168-077-P1-K1-A1 

BLASTX 

g4204298 

574 

2.0e-59 

129 

85 

(AC003027) lcl_prt_seq No definition -line found 
[Arabidopsis thaliana] 

146643 

LIB3168-077-P1-K1-A10 

BLASTX 

g3142289 

420 

3.0e-41 

123 

67 

(AC002411) Strong similarity to beta-keto-Coa synthase 
gb_U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 

146644 

LIB3168-077-P1-K1-A11 

BLASTX 

gl628583 

618 

2.0e-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146645 

LIB3168-077-P1-K1-A12 

BLASTX 

g2129639 

697 

9.0e-74 
136 



18388 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

luminal binding protein (BiP) - Arabidopsis thaliana 
>gi_1303695_dbj_BAA12348_ (D84414) luminal binding protein 
(BiP) [Arabidopsis thaliana] 

146646 

LIB3168-077-P1-K1-A2 

BLASTX 

g!628583 

757 

8.0e-81 

147 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146647 

LIB3168-077-P1-K1-A3 

BLASTX 

gll07501 

404 

2.0e-39 

127 

65 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146648 

LIB3168-077-P1-K1-A7 

BLASTN 

g4468103 

240 

1.0e-132 

385 
99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone M3E9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



146649 

LIB3168-077-P1-K1-A9 

BLASTX 

gl628583 

385 

3.0e-37 

72 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146650 

LIB3168-077-P1-K1-B10 

BLASTN 

g2864607 



18389 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



463 

0.0e+00 

463 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F10M6 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146651 

LIB3168-077-P1-K1-B11 

BLASTX 

g881615 

797 

2.0e-85 

153 

100 

(U29142) fatty acid elongase 1 [Arabidopsis thaliana] 
>gi_3096921_emb_CAA18831.1_ (AL023094) fatty acid elongase 
1 [Arabidopsis thaliana] 

146652 

LIB3168-077-P1-K1-B3 

BLASTX 

gl628583 

593 

2.0e-61 

113 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146653 

LIB3168-077-P1-K1-B6 

BLASTX 

gll2741 

691 

5.0e-73 

132 

98 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb_CAA80868__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146654 

LIB3168-077-P1-K1-B7 

BLASTX 

g2492952 

215 

3.0e-17 

55 

67 

CHORISMATE SYNTHASE 1 PRECURSOR 

( 5 -ENOLPYRUVYLSHIKIMATE- 3- PHOS PHATE PHOSPHOLYASE 1) 



18390 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_542026_pir S40410 chorismate synthase (EC 4.6.1.4) 1 

precursor - tomato >gi_410482_emb_CAA79859_ (Z21796) 
chorismate synthase 1 [Lycopersicon esculentum] 

146655 

LIB3168-077-P1-K1-B8 

BLASTX 

g!15783 

676 

3.0e-71 

128 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) {LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



146656 

LIB3168-077-P1-K1-C10 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146657 

LIB3168-077-P1-K1-C11 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146658 

LIB3168-077-P1-K1-C12 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146659 

LIB3168-077-P1-K1-C2 

BLASTX 

g4204260 



18391 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



257 

3.0e-22 

59 

86 

(AC005223) 



25568 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146660 

LIB3168-077-P1-K1-C3 

BLASTX 

gll2681 

655 

8.0e-69 

150 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146661 

LIB3168-077-P1-K1-C4 

BLASTN 

g4191760 

221 

1.0e-121 

425 

99 

Genomic sequence for Arabidopsis thaliana BAC F17F8, 
complete sequence [Arabidopsis thaliana] 

146662 

LIB3168-077-P1-K1-C6 

BLASTN 

g3133272 

35 

4.0e-10 

43 , 
95 

Genomic sequence for Arabidopsis thaliana BAC T17H7, 
complete sequence [Arabidopsis thaliana] 

146663 

LIB3168-077-P1-K1-D10 

BLASTX 

gll2681 

668 

2.0e-70 

150 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 



146664 



18392 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-077-P1-K1-D11 

BLASTN 

g3540210 

350 

0.0e+00 

389 

98 

Arabidopsis thaliana chromosome I BAC F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 





Seq. No. 


146665 




Seq. ID 


LIB3168-077-P1-K1-D12 




Method 


BLASTX 




NCBI GI 


g3335171 




BLAST score 


605 




E value 


6.0e-63 




Match length 


141 




% identity 


83 




NCBI Description 


(AF067858) embryo-specific protein 3 




Seq. No. 


146666 




Seq. ID 


LIB3168-077-P1-K1-D2 




Method 


BLASTX 


Hy 


NCBI GI 


gl628583 




BLAST score 


625 




E value 


3.0e-65 




Match length 


120 




% identity 


100 




NCBI Description 


(U66916) 12S cruciferin seed storage 






thaliana] >gi_2842495_emb_CAA16892_ 






cruciferin seed storage protein [Ara] 




Seq. No. 


146667 




Seq. ID 


LIB3168-077-P1-K1-D3 




Method 


BLASTX 




NCBI GI 


gll2682 




BLAST score 


650 




E value 


3.0e-68 




Match length 


148 




% identity 


83 



[Arabidopsis thaliana] 



(AL021749) 12S 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146668 

LIB3168-077-P1-K1-D5 

BLASTX 

gl628583 

816 

1.0e-87 

155 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18393 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146669 

LIB3168-077-P1-K1-D6 

BLASTX 

gl628583 

739 

1.0e-78 

154 
93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146670 

LIB3168-077-P1-K1-D7 

BLASTX 

gll2737 

624 

3.0e-65 

146 

82 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__395204_emb__CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146671 

LIB3168-077-P1-K1-D8 

BLASTX 

g2894562 

216 

2.0e-17 

39 

97 

(AL021890) putative protein [Arabidopsis thaliana] 
146672 

LIB3168-077-P1-K1-D9 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



146673 

LIB3168-077-P1-K1-E1 

BLASTX 

gl628583 

653 

1.0e-68 



18394 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



156 
81 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146674 

LIB3168-077-P1-K1-E10 

BLASTN 

gl66610 

34 

6.0e-10 

94 
84 

A. thaliana at2S2 gene encoding albumin 2S subunit 2, 
complete cds 

146675 

LIB3168-077-P1-K1-E11 

BLASTX 

gl628583 

62 

6.0e-55 

119 

86 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16&92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146676 

LIB3168-077-P1-K1-E12 

BLASTX 

gll2682 

662 

1.0e-69 

146 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146677 

LIB3168-077-P1-K1-E2 

BLASTX 

g3337356 

597 

5.0e-62 

118 

99 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

146678 

LIB3168-077-P1-K1-E3 
BLASTN 



18395 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



g4691223 
407 

0.0e+00 

441 

99 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



F4F15 



146679 

LIB3168-077-P1-K1-E4 

BLASTX 

gl628583 

120 

7.0e-23 

85 

87 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



146680 

LIB3168-077-P1-K1-E6 

BLASTN 

g2264321 

328 

0.0e+00 

472 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXM12, complete sequence [Arabidopsis thaliana] 



PI clone: 



146681 

LIB3168-077-P1-K1-E8 

BLASTX 

g3860247 

659 

3.0e-69 

131 

92 

(AC005824) unknown protein [Arabidopsis thaliana] 
146682 

LIB3168-077-P1-K1-E9 

BLASTN 

gl66610 

127 

4.0e-65 

269 

90 

A. thaliana at2S2 gene encoding albumin 2S subunit 2, 
complete cds 

146683 

LIB3168-077-P1-K1-F1 

BLASTX 

g!12682 

718 



18396 



€1 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-76 

149 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146684 

LIB3168-077-P1-K1-F10 

BLASTX 

gl36739 

459 

8.0e-46 

142 

65 

UTP — GLUC0SE-1-PH0SPHATE URIDYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67 0 61_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
potato >gi_218001_dbj_BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 

146685 

LIB3168-077-P1-K1-F11 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


146686 


Seq. ID 


LIB3168-077-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4539005 


BLAST score 


348 


E value 


8.0e-33 


Match length 


149 


% identity 


46 


NCBI Description 


(AL049481) putative oxidoreductase 


Seq. No. 


146687 


Seq. ID 


LIB3168-077-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


282 


E value 


6.0e-36 


Match length 


82 


% identity 


98 


NCBI Description 


(U66916) 12S cruciferin seed storag 



thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18397 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146688 

LIB3168-077-P1-K1-F4 

BLASTX 

g4325282 

306 

7.0e-28 

59 

93 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi_4325286_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146689 

LIB3168-077-P1-K1-F5 

BLASTX 

g!12682 

655 

8.0e-69 

149 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor {CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146690 

LIB3168-077-P1-K1-F6 

BLASTX 

gll2681 

691 

5.0e-73 

139 

94 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146691 

LIB3168-077-P1-K1-F7 

BLASTX 

gll2682 

459 

7.0e-46 

147 

65 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor {CRB} - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



146692 

LIB3168-077-P1-K1-F8 
BLASTX 



18398 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g267073 
638 

7.0e-67 

117 

100 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi__166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146693 

LIB3168-077-P1-K1-F9 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146694 

LIB3168-077-P1-K1-G1 

BLASTX 

gll2681 

265 

3.0e-42 

126 

63 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146695 

LIB3168-077-P1-K1-G11 

BLASTX 

g2392769 

272 

6.0e-24 

100 

50 

(AC002534) putative histone deacetylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146696 

LIB3168-077-P1-K1-G12 

BLASTX 

gl628583 

620 

9.0e-65 

119 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 



18399 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146697 

LIB3168-077-P1-K1-G2 

BLASTX 

gll2681 

737 

2.0e-78 

139 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146698 

LIB3168-077-P1-K1-G3 

BLASTN 

g4584841 

30 

4.0e-07 

476 

45 

Genomic sequence for Arabidopsis thaliana BAC T23E23, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146699 

LIB3168-077-P1-K1-G4 

BLASTX 

g404690 

219 

1.0e-17 

89 

45 

(L19075) cytochrome P450 



[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146700 

LIB3168-077-P1-K1-G5 

BLASTX 

g3157931 

276 

2.0e-45 

96 

99 

(AC002131) Similar to pyrophosphate-dependent 
phosphofuctokinase beta subunit gb_Z32850 from Ricinus 
communis. ESTs gb_N65773, gb_N64 925 and gb_F15232 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



146701 

LIB3168-077-P1-K1-G7 

BLASTX 

gll2741 

771 

2.0e-82 
144 



18400 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146702 

LIB3168-077-P1-K1-G8 

BLASTX 

gl36739 

453 

4.0e-45 

142 

64 

UTP--GLUCOSE-1- PHOSPHATE URI DYLYLTRANSFERASE (UDP-GLUCOSE 

PYROPHOSPHORYLASE) (UDPGP) >gi_67061_pir XNPOU 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2,7.7.9) - 
potato >gi_218001_dbj__BAA00570_ (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 



Seq. No. 


146703 


Seq. ID 


LIB3168-077-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3747050 


BLAST score 


326 


E value 


3.0e-30 


Match length 


69 


% identity 


87 


NCBI Description 


(AF093540) ribosomal protein L26 [, 


Seq. No. 


146704 


Seq. ID 


LIB3168-077-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


615 


E value 


4.0e-64 


Match length 


138 


% identity 


86 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



i_81605_pir S08510 

cruciferin precursor {CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146705 

LIB3168-077-P1-K1-H11 

BLASTX 

g!170503 

622 

4.0e-65 

124 

98 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 
>gi_322503__pir JC1452 translation initiation factor 



18401 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

©EAST score v 
t value 
Match length 
% identity 
NCBI Description 



© 



eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA4 6188__ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 

146706 

LIB3168-077-P1-K1-H12 

BLASTX 

g2605714 

■4-89 . V y 

2.0e-49 

115 

83 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146707 

LIB3168-077-P1-K1-H2 

BLASTN 

g2114077 

160 

1.0e-84 

419 

95 

Arabidopsis thaliana DNA for larger subunit of Rubisco, 
beta subunit of coupling factor one, partial cds 

146708 

LIB3168-077-P1-K1-H4 

BLASTX 

gl628583 

523 

1.0e-53 

102 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146709 

LIB3168-077-P1-K1-H6 

BLASTX 

g2129659 

412 

2.0e-40 

129 

69 

oleosin, 
(L40954) 



isoform 21K - Arabidopsis thaliana >gi_725260 
oleosin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



146710 

LIB3168-077-P1-K1-H7 

BLASTN 

g4220633 

117 

6.0e-59 

197 

95 



18402 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K7J8, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146711 

LIB3168-077-P1-K1-H8 

BLASTX 

gl561730 

153 

6_0e-l~0 

58 

47 

(U65491) Dreg-3 protein [Drosophila melanogaster] 
146712 

LIB3168-077-P1-K1-H9 

BLASTX 

g2605714 

185 

1.0e-49 

125 
85 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146713 

LIB3168-078-P1-K1-A1 

BLASTN 

g2959729 

399 

0.0e+00 

418 

99 

Arabidopsis thaliana mRNA for GATA transcription factor 
146714 

LIB3168-078-P1-K1-A11 

BLASTX 

gl628583 

413 

2.0e-40 

92 

89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146715 

LIB3168-078-P1-K1-A12 

BLASTX 

gl628583 

283 

2.0e-25 

54 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18403 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146716 

LIB3168-078-P1-K1-A2 

BLASTN 

gl6231 

159 

2.0e-84 
183 

97 - , : 

Arabidopsis CRAl gene for 12S seed storage protein 
>gi_166675_gb_M37247_ATHCRAlAA A.thaliana 12S storage 
protein CRAl gene, exons 1-4 

146717 

LIB3168-078-P1-K1-A3 

BLASTX 

g!12682 

775 

7.0e-83 

152 

97 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146718 

LIB3168-078-P1-K1-A4 

BLASTX 

g!12740 

269 

1.0e-23 

117 

52 

NAPIN 2 PRECURSOR (1.7S SEED STORAGE PROTEIN) 

>gi_81691j?ir A25997 napin precursor (napA) - rape 

>gi_167153 (J02586) prepronapin [Brassica napus] >gi_167155 
(J02798) napin [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146719 

LIB3168-078-P1-K1-A5 

BLASTX 

gl628583 

760 

4.0e-81 

151 
97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



146720 

LIB3168-078-P1-K1-A6 

BLASTX 

gl628583 

424 



18404 



E value 
Match length 
% identity 
NCBI Description 



9.0e-42 

96 

88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

.Method 
*NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146721 

LIB3168-078-P1-K1-A7 

BLASTX 

gll2682 

636 

1.0e-66 

146 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) *12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146722 

LIB3168-078-P1-K1-A8 

BLASTX 

g2129657 

50 

5.0e-53 

142 

82 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb__CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

146723 

LIB3168-078-P1-K1-A9 

BLASTX 

gll2681 

696 

1.0e-73 

156 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146724 

LIB3168-078-P1-K1-B1 

BLASTX 

g2129657 

454 

3.0e-45 

120 

79 

oleosin isoform - Arabidopsis thaliana 



18405 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST score ^ 
fe value 
Match length 
% identity 
NCBI Description 



>gi_987014_einb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

146725 

LIB3168-078-P1-K1-B10 

BLASTX 

gl628583 

4 65 

1.0e-46 

91 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146726 

LIB3168-078-P1-K1-B11 

BLASTX 

gl628583 

522 

3.0e-53 

112 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAAl6892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146727 

LIB3168-078-P1-K1-B12 

BLASTN 

g2924729 

330 

0.0e+00 

341 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNA5, complete sequence [Arabidopsis thaliana] 

146728 

LIB3168-078-P1-K1-B2 

BLASTX 

g4204299 

625 

2.0e-65 

125 

95 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



146729 

LIB3168-078-P1-K1-B4 

BLASTX 

gl628583 

589 

4.0e-61 
151 



18406 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI .GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146730 

LIB3168-078-P1-K1-B5 
BLASTX 

g£$28583 - - 

536 

6.0e-55 

120 

87 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146731 

LIB3168-078-P1-K1-B6 

BLASTX 

gll2681 

543 

1.0e-55 

132 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146732 

LIB3168-078-P1-K1-B7 

BLASTX 

g!628583 

589 

5.0e-61 

120 
95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



146733 

LIB3168-078-P1-K1-B8 

BLASTX 

gl628583 

549 

2.0e-56 

103 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146734 

LIB3168-078-P1-K1-B9 



18407 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

628 

1.0e-65 

123 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana]"" 



Seq. No. 


14 6735 


Seq. ID 


LIBoloo-u / o-rl-Kl-Clu 


Method 


BLASTX 


NCBI GI 


g2735841 


BLAST score 


157 


E value 


1 . Oe-lU 


Match length 


73 


% identity 


49 


NCBI Description 


(AF01Q2oJ) No aerimtion line round. 


Seq. No. 


146736 


Seq. ID 


LIB3168-078-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g4510397 


BLAST score 


629 


E value 


9. Oe-66 


Match length 


138 


% identity 


87 


NCBI Description 


(ACOOoooV) putatxve preproMPz /-MPo2 


Seq. No. 


146737 


Seq. ID 


LIB3168-078-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


golo4zo 1 


BLAST score 


388 


E value 


1.0e-37 


Match length 


120 


% identity 


62 


NCBI Description 


(AC004136) putative cytochrome P450 


Seq. No. 


146738 


Seq. ID 


LIB3168-078-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


665 


E value 


5.0e-70 


Match length 


150 


% identity 


86 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR 



[Arabidopsis thaliana] 



cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb__CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



146739 

LIB3168- 

BLASTX 



078-P1-K1-C4 



18408 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
573 

2.0e-59 

117 
94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146740 

LIB3168-078-P1-K1-C5 

BLASTN 

g3402745 

64 

2.0e-27 

289 

85 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F18E5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146741 

LIB3168-078-P1-K1-C6 

BLASTX 

gll2741 

570 

5.0e-59 

109 

96 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146742 

LIB3168-078-P1-K1-C7 

BLASTX 

gl628583 

558 

2.0e-57 

123 

88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146743 

LIB3168-078-P1-K1-C8 

BLASTX 

g2129767 

631 

4.0e-66 

130 

92 

vacuolar processing enzyme 



(EC 3.4.22.-) isozyme beta 



18409 



precursor - Arabidopsis thaliana >gi_1805364_dbj_BAA09615_ 
(D61394) beta-VPE [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



146744 

LIB3168-078-P1-K1-C9 

BLASTX 

g!628583 

746 

2.0e-79 

143 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146745 

LIB3168-078-P1-K1-D1 

BLASTX 

gll2681 

616 

3.0e-64 

125 

94 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146746 

LIB3168-078-P1-K1-D11 

BLASTN 

g2244747 

39 

6.0e-13 

122 

82 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

146747 

LIB3168-078-P1-K1-D12 

BLASTX 

gll73103 

569 

9.0e-59 

98 

99 

RIBONUCLEASE 1 PRECURSOR >gi_561998 (U05206) ribonuclease 
[Arabidopsis thaliana] >gi_34 61823 (AC004138) ribonuclease, 
RNS1 [Arabidopsis thaliana] 

146748 

LIB3168-078-P1-K1-D2 

BLASTN 

gl628582 

75 



18410 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

.Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-34 

202 

91 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 



146749 

LIB3168-078-P1-K1-D3 

BLASTN 

g2842474 

18 

1.6e+00 

93 

90 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F20O9 



146750 

LIB3168-078-P1-K1-D4 

BLASTX 

g2583125 

582 

2.0e-60 

128 

88 

(AC002387) 
thaliana] 



putative transketolase precursor [Arabidopsis 



146751 

LIB3168-078-P1-K1-D6 

BLASTX 

g!12737 

593 

2.0e-61 

141 
79 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146752 

LIB3168-078-P1-K1-D8 

BLASTX 

g2129657 

512 

4.0e-52 

127 
84 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



18411 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NGBI Description 



146753 

LIB3168-078-P1-K1-D9 

BLASTX 

g!628583 

630 

5.0e-66 

123 

98 

(U66916) 12S cruciferin' -seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAAi6892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146754 

LIB3168-078-P1-K1-E1 

BLASTX 

gl628583 

618 

1.0e-64 

123 
97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146755 

LIB3168-078-P1-K1-E11 

BLASTX 

gll2741 

645 

1.0e-67 

119 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146756 

LIB3168-078-P1-K1-E12 

BLASTX 

gl628583 

608 

3.0e-63 

123 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



146757 

LIB3168-078-P1-K1-E2 

BLASTX 

gll2681 

47 



18412 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



4.0e-44 

136 

76 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



146758 

LIB3168-078-P1-K1-E3 
BLASTX 
gll2737 
490 

3.0e-54 
124 
82 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi 68853 pir 



1 PRECURSOR (2S ALBUMIN STORAGE 
_NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204__emb_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146759 

LIB3168-078-P1-K1-E4 

BLASTX 

gll2682 

597 

4.0e-62 

138 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146760 

LIB3168-078-P1-K1-E5 

BLASTX 

gl628583 

558 

2.0e-59 

175 

67 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146761 

LIB3168-078-P1-K1-E6 

BLASTX 

gl628583 

580 

5.0e-60 



18413 



Match length 

% identity 

NCBI Description 



123 
90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146762 

LIB3168-078-P1-K1-E7 
BLASTX -"V 
g2497543 
184 

1.0e-13 

59 
64 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_542061_pir S41379 

pyruvate kinase - common tobacco >gi_444023_emb_CAA82628_ 
(Z29492) pyruvate kinase [Nicotiana tabacum] 

146763 

LIB3168-078-P1-K1-E8 

BLASTX 

gl628583 

66 

2.0e-57 

137 

76 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146764 

LIB3168-078-P1-K1-E9 

BLASTN 

g4006885 

289 

1.0e-161 

425 
96 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146765 

LIB3168-078-P1-K1-F1 

BLASTX 

g4204299 

481 

1.0e-48 

99 

95 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



146766 

LIB3168-078-P1-K1-F10 

BLASTX 

gl628583 

420 
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E value 
Match length 
% identity 
NCBI Description 



# 



3.0e-41 

114 

75 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146767 

LIB3168-078-P1-K1-F11 

BLASTX 

gll2737 

663 

1.0e-69 

140 
89 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146768 

LIB3168-078-P1-K1-F12 

BLASTX 

glll3941 

97 

2.0e-03 

77 

70 

(U40713) Pv42p [Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146769 

LIB3168-078-P1-K1-F2 

BLASTX 

g4406773 

397 

2.0e-50 

137 

49 

(AC006836) putative cell division control protein 48 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146770 

LIB3168-078-P1-K1-F3 

BLASTX 

g2815905 

184 

8.0e-14 

72 

54 

(AF043734) Pros45 proteosome subunit homolog [Drosophila 
melanogaster] 



Seq. No. 
Seq. ID 



146771 

LIB3168-078-P1-K1-F6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4191771 

383 

0.0e+00 

467 

95 

Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

146772 * - 

LIB3168-078-P1-K1-F7 

BLASTX 

gl628583 

506 

2.0e-51 

107 
92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146773 

LIB3168-078-P1-K1-F8 

BLASTX 

gll2681 

549 

2.0e-56 

129 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi__166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146774 

LIB3168-078-P1-K1-F9 

BLASTX 

gl628583 

559 

9.0e-58 

112 
97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146775 

LIB3168-078-P1-K1-G1 

BLASTX 

g21911 

154 

4.0e-10 

66 
42 

(X62625) vicilin [Theobroma cacao] 



18416 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146776 

LIB3168-078-P1-K1-G10 

BLASTN 

g3461810 

237 

1.0e-130 

352 

97 

Arabidopsis thaliana chromosome II BAC T17M13 genomic 
sequence, complete sequence JArabidopsis thaliana} 

146777 

LIB3168-078-P1-K1-G11 

BLASTX 

gll2741 

616 

2.0e-64 

118 

97 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146778 

LIB3168-078-P1-K1-G12 

BLASTX 

g3176874 

805 

2.0e-86 

160 

96 

(AF065639) cucumi sin-like serine protease [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146779 

LIB3168-078 

BLASTX 

g4773906 

507 

2.0e-51 

109 

89 

(AF074021 
thaliana] 



■P1-K1-G2 



putative symbiosis-related protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



146780 

LIB3168-078-P1-K1-G3 

BLASTX 

gl28859 

739 

1.0e-78 

154 

88 



18417 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



NADH-PLASTOQUINONE OXIDOREDUCTASE SUBUNIT J (ORF 158) 

>gi_82206_pir A05194 hypothetical protein 158 - common 

tobacco chloroplast >gi_11836_emb_CAA77356_ (Z00044) NADH 
dehydrogenase 30kD subunit [Nicotiana tabacum] 
>gi_225204_prf 1211235AJ ORF 158 [Nicotiana tabacum] 

146781 

LIB3168-078-P1-K1-G5 

BLASTX 

gll2681 

634 

2.0e-66 

142 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146782 

LIB3168-078-P1-K1-G6 

BLASTX 

gll2743 

613 

6.0e-64 

130 

88 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_44 90713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146783 

LIB3168-078-P1-K1-G8 

BLASTX 

g3980378 

473 

4.0e-59 

113 

98 

(AC004561) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146784 

LIB3168-078-P1-K1-H1 

BLASTX 

gl628583 

630 

6. Oe-66 

142 

87 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 



18418 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146785 

LIB3168-078-P1-K1-H10 

BLASTN 

g4220510 

171 

3.0e-91 

340 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F22K18 
(ESSAII project) 



146786 

LIB3168-078-P1-K1-H11 
BLASTX 
g!12737 
348 

5.0e-33 
96 
73 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68853_pir_ 



1 PRECURSOR (2S ALBUMIN STORAGE 
_NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146787 

LIB3168-078-P1-K1-H2 

BLASTX 

g3434971 

305 

7.0e-28 

102 

63 

(AB008105) ethylene responsive element binding factor 3 
[Arabidopsis thaliana] 

146788 

LIB3168-078-P1-K1-H3 

BLASTX 

g3927831 

630 

5.0e-66 

124 

55 

(AC005727) similar to mouse ankyrin 3 
thaliana] 



[Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



146789 

LIB3168-078-P1-K1-H4 

BLASTX 

gl628583 

782 

1.0e-83 



18419 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



158 
97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146790 

LIB3168-078-P1-K1-H5 

BL&STX 

gl628583 

660 

2.0e-69 

126 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146791 

LIB3168-078-P1-K1-H6 

BLASTX 

gl628583 

574 

2.0e-59 

117 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146792 

LIB3168-078-P1-K1-H7 

BLASTX 

gl628583 

600 

2.0e-62 

123 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146793 

LIB3168-078-P1-K1-H8 

BLASTN 

g4757405 

314 

1.0e-176 

375 
99 

Arabidopsis thaliana genomic 
MOJ10, complete sequence 



DNA, chromosome 3, PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



146794 

LIB3168-078-P1-K1-H9 

BLASTX 

g!12682 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



555 

3.0e-57 

118 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146795 

LIB3168-079-P1-K1-A10 

BLASTX 

g!12737 

353 

2.0e-33 

75 
87 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853__pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 . (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146796 

LIB3168-079-P1-K1-A11 

BLASTX 

gl628583 

597 

4.0e-62 

122 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146797 

LIB3168-079-P1-K1-A12 

BLASTX 

gll2681 

534 

1.0e-54 

141 

77 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



146798 

LIB3168- 

BLASTX 

gl!2739 

432 



079-P1-K1-A4 



18421 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-42 

131 

68 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871__ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146799 

LIB3168-079-P1-K1-A6 

BLASTX 

gll2682 

578 

7.0e-60 

135 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



146800 

LIB3168-079-P1-K1-A7 

BLASTN 

g2894557 

331 

0.0e+00 

343 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T805 



146801 

LIB3168-079-P1-K1-A8 

BLASTX 

gl!2681 

574 

2.0e-59 

134 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146802 

LIB3168-079-P1-K1-A9 

BLASTX 

gl402904 

682 

5.0e-72 
131 



18422 



% identity 

NCBI Description 



100 

(X98313) peroxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146803 

LIB3168-079-P1-K1-B1 

BLASTX 

gl628583 

595 

8.0e-62 

139 

83 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146804 

LIB3168-079-P1-K1-B10 

BLASTX 

g!12682 

565 

5.0e-61 

135 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146805 

LIB3168-079-P1-K1-B11 

BLASTX 

gl628583 

597 

4.0e-62 

114 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146806 

LIB3168-079-P1-K1-B12 

BLASTX 

g!12681 

511 

5.0e-52 

144 

76 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



146807 

LIB3168-079-P1-K1-B2 



18423 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



BLASTN 

g2842474 

24 

1.0e-03 

367 
74 

Arabidopsis thaliana DNA chromosome 4, 
{ESSAII project) 



BAC clone F20O9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146808 

LIB3168-079-P1-K1-B3 

BLASTN 

g2842474 

39 

3.0e-13 

98 

85 

Arabidopsis thaliana 
(ESSAII project) 



DNA .chromosome 4, BAC clone F20O9 



146809 

LIB3168-079-P1-K1-B4 

BLASTX 

gll2737 

526 

1.0e-53 

134 

77 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146810 

LIB3168-079-P1-K1-B5 

BLASTN 

g2760165 

319 

1.0e-179 

393 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC9, complete sequence [Arabidopsis thaliana] 

146811 

LIB3168-079-P1-K1-B6 

BLASTX 

gl628583 

590 

3.0e-61 

120 
95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 



18424 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146812 

LIB3168-079-P1-K1-B7 

BLASTX 

gl628583 

736 

2.0e-78 

147 
97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146813 

LIB3168-079-P1-K1-B8 

BLASTX 

gl628583 

103 

5.0e-58 

119 

90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


146814 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


g2285885 


BLAST score 


682 


E value 


5.0e-72 


Match length 


147 


% identity 


95 


NCBI Description 


(D89631) 


Seq. No. 


146815 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


585 


E value 


1.0e-60 


Match length 


111 


% identity 


100 


NCBI Description 


(U66916) 




thaliana 



079-P1-K1-C1 



-P1-K1-C10 



12S cruciferin seed storage protein [Arabidopsis 
>gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146816 

LIB3168-079-P1-K1-C11 

BLASTX 

gll2682 

684 

3.0e-72 

141 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir_ 



S08510 



18425 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin precursor (CRB) - Arabidopsis thaliana " 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146817 

LIB3168-079-P1-K1-C12 

BLASTX 

gll2682 

621 

6.0e-65 

130 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146818 

LIB3168-079-P1-K1-C2 

BLASTX 

gl628583 

578 

6.0e-60 

123 

88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146819 

LIB3168-079-P1-K1-C3 

BLASTX 

gl628583 

474 

1.0e-47 

138 

73 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146820 

LIB3168-079-P1-K1-C5 

BLASTX 

gl628583 

538 

3.0e-58 

120 

89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



146821 

LIB3168-079-P1-K1-C6 



18426 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3236242 

491 

1.0e-49 

111 
91 

(AC004684) 
thaliana] 



putative ribosomal protein L36 [Arabidopsis 



146822 

LIB3168-079-P1-K1-C7 

BLASTX 

g!628583 

681 

7.0e-72 

146 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146823 

LIB3168-079-P1-K1-D1 

BLASTX 

gll2741 

175 

6.0e-13 

69 

58 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1__ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 


146824 


Seq. ID 


LIB3168-079-P1-K1-] 


Method 


BLASTX 


NCBI GI 


g3935151 


BLAST score 


678 


E value 


1.0e-71 


Match length 


127 


% identity 


98 


NCBI Description 


(AC005106) T25N20. 


Seq. No. 


146825 


Seq. ID 


LIB3168-079-P1-K1- 


Method 


BLASTN 


NCBI GI 


g3367500 


BLAST score 


81 


E value 


3.0e-38 


Match length 


97 


% identity 


96 


NCBI Description 


REVERSE-COMPLEMENT 



D10 



15 [Arabidopsis thaliana] 



': F23J3 . GCG. SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 



18427 



# 





146826 

-L ^ V \J L— \J 


Corr TT) 

OC\j • -L L> 


T.TB31 68-07 9-P1-K1-D12 


I v lcX.nOU. 


D-UriO 1 A 


NL-Ol bl 


«1 cop COO 


BLAST score 


565 


E value 


3.0e-58 


I v ia L.CH Icily Lil 


1 HP 


^ laenLity 


QQ 


iNL-iii Description 


/ T7 C C G 1 6\\ IOC /-^v~ii/^"i "Fayn n o/aoH chnrarro nvn'hfii 1 ! n f 7\ y a V> i Hnn one; 

XZo ClUClIciin bccU otUIdyc piULclil LrlX ctJJXLiupoxo 




LI id. J. -La. I lei j ^(JJ. iO'li'i J J dluJ tririX OO Jt, v^. x 1 *± z* ) Xd^j 




CrilClIcrin SScU. 5 UUlayS pXOX.cXIi J^^I-ciJjXvJiUpoXo LllclXXctila. J 


C /^s rr M ^ 
ocCJi IN O • 




oeq. ID 


T TR^1 ^fi-fl7Q-Pl —TCI — H9 
LIDjIOo U / y-rl - l\l~LJZ 


lYie LuOQ 


DT 7\ QTKT 


NCBI GI 


g58298 


BLAST score 


47 


TT TTa "1 n o 
JL Value 


7. uc X 0 


~\A ^ 4— V*i "i st "f~ r"i 

riaT-cn lenyun 


J? O 


T /"y r\ +- -i t T 

t> iaeuLxL.y 


fid 


INCJ3X UcbCI lpLlUIl 


Q\7Ti-|-Ho+* 1 n niXTZi f nr Z\ 1 ana af ql Zi 1 paHor cjinl "i PAfS TTi 
oy II LIIc Lit L/LN^-i. iUi ri.» Lilallalia duo Xfri. icauci opiiLCU uw 




D • tllUi Xliy Xtillo Xo Liyiri\Ly 




X 4 ! OO^O 




XiXJjOXDO U / _/ irX J\X UJ 


Method 


BLASTX 


NCBI GI 


g484640 


hsJjAbi score 


icy 


E value 


o . ue — iz 


Match length 




is xu.enx.xx.y 


Q7 


NCBI Description 


Zb axDUiuin/ AiZoj /vrajoxaopsxs unaxxana ^xragiuenx.; 




X4 oo z ^ 


beq* id 


XjIJdOXDO — U / y — irX— i\X — 


Method 








BLAST score 


88 


E value 


4.0e-42 


jxiax.cn icily Lu 


1UD 


H /"\ T"\ 4-- ^ X T 

% iaeniiix.y 


O 0 


jnudx uescrip tion 


\U003iDj i^o cruciicrin oceu otoratje prouciii LriiauiuupoxD 








cruciferin seed storage protein [Arabidopsis thaliana] 


beq. no. 


14 0 0 




lllDJl UO U / _7 JT X IvX 1JJ 


Method 


BLASTX 


NCBI GI 


g!12741 


BLAST score 


539 


E value 


2.0e-55 


Match length 


101 


% identity 


99 



NCBI Description 



2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 



18428 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3 precursor [Arabidopsis thaliana] >gi_395201_eirib_CAA808 68_ 
(Z24744) 2S albumin isofonrt 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146831 

LIB3168-079-P1-K1-D6 

BLASTX 

g!628583 

165 

5.0e-12 

35 
91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146832 

LIB3168-079-P1-K1-D7 

BLASTX 

g477819 

216 

9.0e-18 

55 

76 

mitochondrial processing peptidase (EC 3.4.99.41) beta 
chain precursor - potato >gi_410634_bbs_136741 cytochrome c 
reductase-processing peptidase subunit II, MPP subunit II, 
P53 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
530 aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146833 

LIB3168-079-P1-K1-D8 

BLASTX 

gll2681 

565 

2.0e-58 

122 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936__emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146834 

LIB3168-079-P1-K1-D9 

BLASTX 

gll2682 

625 

2.0e-65 

143 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 



18429 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



storage protein [Arabidopsis thaliana] 
146835 

LIB3168-079-P1-K1-E10 

BLASTX 

g3873913 

183 

1.0e-13 

114 

37 

(Z71258) similar to Flavin-binding monooxygenase-like 
[Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146836 

LIB3168-07 

BLASTX 

gl35858 

292 

2.0e-26 

57 

100 

TONOPLAST 

>gi_99760_ 

Arabidopsi 

tonoplast 

thaliana] 

[Arabidops 

intrinsic 



9-P1-K1-E11 



INTRINSIC PROTEIN, ALPHA {ALPHA TIP) 

pir S22201 tonoplast intrinsic protein alpha - 

s thaliana >gi_16182_emb_CAA45114_ (X63551) 
intrinsic protein: alpha-TIP (Ara) [Arabidopsis 
>gi_166623 (M84343) tonoplast intrinsic protein 

is thaliana] >gi_445128_prf 1908432A tonoplast 

protein alpha [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146837 

LIB3168-07 9-P1-K1-E2 

BLASTN 

gl628582 

29 

1.0e-06 

282 

60 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146838 

LIB3168-079-P1-K1-E3 

BLASTN 

g557693 

264 

1.0e-147 

316 

96 

Arabidopsis thaliana Columbia GTP binding protein beta 
subunit (AGB1) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



146839 

LIB3168-079-P1-K1-E5 

BLASTX 

g82051 

130 

3.0e-26 



18430 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

120 
47 

lipid body-associated membrane protein - carrot 
>gi_259453_bbs_117620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota=carrots, var Juwarot, Peptide, 
180 aa] [Daucus carota] 

146840 

LIB3168-079-P1-K1-E6 

BLASTX 

gl628583 

497 

2.0e~50 

137 

74 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146841 

LIB3168-079-P1-K1-E7 

BLASTN 

g4539378 

234 

1.0e-129 

445 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A21 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146842 

LIB3168-079-P1-K1-F1 

BLASTX 

gll2737 

363 

9.0e-40 

108 

75 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146843 

LIB3168-079-P1-K1-F10 

BLASTX 

gl669387 

605 

5.0e-63 

119 

100 

(U41998) actin 2 [Arabidopsis thaliana] 



Seq. No. 



146844 



18431 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-079-P1-K1-F2 

BLASTX 

gl628583 

365 

8.0e-35 

138 

58 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146845 

LIB3168-079-P1-K1-F4 

BLASTN 

g2842474 

133 

1.0e-68 

314 

86 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
{ESSAII project) 

146846 

LIB3168-079-P1-K1-F5 

BLASTN 

gl66611 

77 

3.0e-35 

253 

83 

A. thaliana at2S3 gene encoding albumin 2S subunit 3, 
complete cds 

146847 

LIB3168-079-P1-K1-F6 

BLASTX 

gll2682 

533 

1.0e-54 

103 

96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146848 

LIB3168-079-P1-K1-F7 

BLASTX 

g!628583 

523 

2.0e-53 

121 

88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 



18432 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146849 

LIB3168-079-P1-K1-F8 

BLASTX 

g2961542 

636 

1.0e-66 

116 

98 

(AF0504 63) zinc finger transcription factor [Arabidops 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146850 

LIB3168-079-P1-K1-F9 

BLASTX 

g4204298 

529 

4.0e-54 

101 

99 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146851 

LIB3168-079-P1-K1-G11 

BLASTX 

g4204299 

53 

1.0e-48 

110 

89 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146852 

LIB3168-079-P1-K1-G3 

BLASTX 

g!070654 

208 

4.0e-26 

91 

70 

cruciferin 4 precursor 



rape 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146853 

LIB3168-079-P1-K1-G4 

BLASTX 

g4337025 

561 

7.0e-58 

133 

85 

(AF123253) AIM1 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



146854 

LIB3168-079-P1-K1-G6 



18433 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl076416 

161 

1.0e-ll 

59 

63 

sulfite reductase (ferredoxin) (EC 1.8.7.1) precursor - 

Arabidopsis thaliana >gi_2129745_pir S71437 sulfite 

reductase (ferredoxin) (EC 1.8.7.1) precursor - Arabidopsis 
thaliana >gi_804953_emb_CAA89154__ (Z49217) sulfite 
reductase [Arabidopsis thaliana] 





ii uujj 


Seq. ID 


LIB3168-079-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g2781345 


BLAST score 


206 


E value 


3.0e-16 


Match length 


97 


% identity 


49 


NCBI Description 


(AC003113) F2401.2 [Arabidopsis thaliana] 


Seq. No. 


146856 


Seq. ID 


LIB3168-079-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g!12682 


BLAST score 


415 


E value 


7.0e-41 


Match length 


91 


% identity 


87 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi 81605_pir 



_S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


146857 


Seq. ID 


LIB3168-079-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2708741 


BLAST score 


579 


E value 


5.0e-60 


Match length 


113 


% identity 


99 


NCBI Description 


(AC003952) hypothetical protein [Arabidopsis 


Seq. No. 


146858 


Seq. ID 


LIB3168-079-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3808062 


BLAST score 


155 


E value 


3.0e-10 


Match length 


64 


% identity 


45 


NCBI Description 


(AB019195) PV100 [Cucurbita maxima] 


Seq. No. 


146859 



18434 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-07 9-P1-K1-H12 

BLASTX 

g2062164 

418 

4.0e-41 

136 
31 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146860 

LIB3168-079-P1-K1-H3 

BLASTN 

gl6236 

69 

2.0e-30 

162 

86 

Arabidopsis CRB gene for 12S seed storage protein 
>gi_166677_gb_M37248_ATHCRBAA A. thaliana 12S storage 
protein CRA1 gene, exons 1-4 

146861 

LIB3168-079-P1-K1-H4 

BLASTX 

g!628583 

525 

1.0e-53 

100 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146862 

LIB3168-079-P1-K1-H6 

BLASTX 

gl628583 

385 

2.0e-37 

113 

71 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146863 

LIB3168-079-P1-K1-H7 

BLASTX 

gl592677 

239 

4.0e-20 

122 

44 

(X91912) LEA76 homologue type2 



[Arabidopsis thaliana] 



Seq. No. 



146864 



18435 



Seq. ID 


LIB3168-079- 


Method 


BLASTX 


NCBI GI 


g2984196 


BLAST score 


207 


F, value 


2.0e-16 


Mafph 1 pnath 


110 




39 


NCBI Description 


(AE000764) 




146865 


Seq. ID 


LIB3168-080 


Method 


BLASTX 


NCBI GI 


g2914700 


BLAST score 


391 


E value 


5.0e-38 


Match length 


99 


% i dpnt* it v 


82 


NPRT Dp^rri Df ion 


(AC003974) 




thaliana] 




146866 


Seq. ID 


LIB3168-080 




BLASTX 


NCBI GI 


g2654208 


BLAST score 


460 


E value 


4.0e-46 


Match length 


120 


% identity 


80 


NCBI Description 


(AF035456) 



ribosomal protein Lll [Aquifex aeolicus] 



-Al 



tRNA-processing protein SEN3-like [Arabidopsis 



-P1-K1-A10 



>gi_2773050 (AF039083) heat shock 70 protein [Spinacia 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146867 

LIB3168-080-P1-K1-A11 

BLASTX 

gll2737 

559 

1.0e-57 

119 

89 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146868 

LIB3168-080-P1-K1-A12 

BLASTX 

gl628583 

657 

4.0e-69 

128 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



184S6 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146869 

LIB3168-080-P1-K1-A4 

BLASTX 

g!628583 

247 

1.0e-32 

91 

81 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146870 

LIB3168-080-P1-K1-A6 

BLASTX 

gll2681 

526 

9.0e-54 

133 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146871 

LIB3168-080-P1-K1-B1 

BLASTX 

gl628583 

697 

8.0e-74 

140 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



146872 

LIB3168-080-P1-K1-B10 

BLASTX 

g4585882 

474 

1.0e-47 

99 

91 

(AC005850) PSI type III 
[Arabidopsis thaliana] 

146873 

LIB3168-080-P1-K1-B11 

BLASTX 

gl628583 

543 



chlorophyll a/b-binding protein 



18437 



E value 
Match length 
% identity 
NCBI Description 



9.0e-56 

113 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 





146874 


Sea ID 


LIB3168-080-P1-K1-B2 


nc ui ivj la 


BLASTN 




a395200 

y »^ -/ «j t— \/ \j 


RLAST qcore 


66 


X-i val LLC 


4 . Oe-29 


M^tch 1 print h 


118 


% identity 


88 


NCBI Description 


A. thaliana 2S albumin gene isoforms 




146375 




T.TRS1 fifi-fiPfl-Pl -K1 -R4 


Mpt hod 


BLASTN 


NPRT £1T 


q4454022 


RT.A^IT ^rriTP 

DlUlO J. 


309 


E value 


1.0e-173 


Match length 


383 


% identity 


95 


NCBI Description 


Arabidopsis thaliana DNA chromosome 




(ESSAII project) 


Seq. No. 


146876 


Seq. ID 


LIB3168-080-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


gll2737 


BLAST score 


491 


E value 


9.0e-50 


Match length 


110 



3 and 4, complete CDS T s 



BAC clone F9D16 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_l 66614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb__CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146877 

LIB3168-080-P1-K1-B6 

BLASTX 

gl628583 

338 

6.0e-32 

72 

86 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



146878 



18438 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-080-P1-K1-B7 

BLASTX 

g2129657 

202 

7.0e-16 

59 

69 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146879 

LIB3168-080-P1-K1-B8 

BLASTN 

g4756963 

40 

2.0e-13 

94 

91 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146880 

LIB3168-080-P1-K1-C1 

BLASTX 

gl628583 

312 

4.0e-29 

76 

84 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146881 

LIB3168-080-P1-K1-C10 

BLASTX 

g3193297 

580 

4.0e-60 

126 

87 

(AF069298) similar to epoxide hydrolases [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146882 

LIB3168-080-P1-K1-C11 

BLASTX 

gl628583 

614 

3.0e-64 

124 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18439 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146883 

LIB3168-080-P1-K1-C12 

BLASTX 

gll70191 

523 

2.0e-53 

115 

92 

HOMEOBOX PROTEIN HD1 >gi_107644 9_pir S47535 

homeodoma in- containing protein - rape 

>gi_4 5394 9__emb_CAA8 231 4_ (Z29073) homeodomain-containing 

protein [Brassica napus] >gi_1090522_prf 2019252A homeobox 

protein [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146884 

LIB3168-080-P1-K1-C4 

BLASTX 

gl!2682 

576 

1.0e-59 

132 
83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146885 

LIB3168-080-P1-K1-C6 

BLASTX 

gll2681 

94 

3.0e-54 

115 

95 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146886 

LIB3168-080-P1-K1-C7 

BLASTX 

gl628583 

203 

1.0e-16 

56 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



146887 

LIB3168-080-P1-K1-C8 



18440 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BXASTX 

g!628583 

536 

5.0e-55 

103 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146888 

LIB3168-080-P1-K1-C9 

BLASTX 

gl628583 

70 

1.0e-50 

119 
93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_erob_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146889 

LIB3168-080-P1-K1-D10 

BLASTX 

gl628583 

498 

1.0e-50 

104 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146890 

LIB3168-080-P1-K1-D11 

BLASTX 

g4704730 

43 

4.0e-22 

91 

69 

(AF121355) peroxiredoxin TPxl [Arabidopsis thaliana] 
146891 

LIB3168-080-P1-K1-D12 

BLASTX 

gll2681 

491 

1.0e-49 

107 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



18441 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146892 

LIB3168-080-P1-K1-D2 

BLASTX 

gll2681 

210 

5.0e-17 

72 
58 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146893 

LIB3168-080-P1-K1-D4 

BLASTX 

gll2682 

622 

5.0e-65 

137 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M3724 8) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146894 

LIB3168-080-P1-K1-D5 

BLASTX 

gl628583 

335 

1.0e-31 

83 
81 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146895 

LIB3168-080-P1-K1-D7 

BLASTN 

g3250673 

54 

1.0e-21 

289 

58 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16H5 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



146896 

LIB3168-080-P1-K1-D8 

BLASTX 

g2688544 

169 



18442 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-12 

89 

36 

(AE001163) 4-methyl-5 (b-hydroxyethyl) -thiazole 
monophosphate biosynthesis protein (thiJ) [Borrelia 
burgdorferi] 

146897 

LIB3168-080-P1-K1-D9 

BLASTN 

g4753645 

94 

8.0e-46 

139 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17N18 
{ESSA project) 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146898 

LIB3168-080-P1-K1-E1 

BLASTN 

gl877523 

249 

1.0e-138 

253 
100 

Arabidopsis thaliana BAC T7I23, 
[Arabidopsis thaliana] 



complete sequence 



146899, 

LIB3168-080-P1-K1-E10 

BLASTX 

gll2681 

495 

3.0e-50 

94 

97 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146900 

LIB3168-080-P1-K1-E11 

BLASTN 

g!8058 

45 

3.0e-16 

157 
88 

Citrus limon cistron for 26S ribosomal RNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



146901 

LIB3168-080-P1-K1-E12 

BLASTX 

g!12681 



18443 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304 

5.0e-28 

72 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146902 

LIB3168-080-P1-K1-E2 

BLASTN 

g4510392 

48 

2.0e-18 

133 

81 

Arabidopsis thaliana chromosome II BAG T17D12 genomic 
sequence, complete sequence 

146903 

LIB3168-080-P1-K1-E4 

BLASTX 

g267073 

470 

2.0e-47 

88 

98 

TUBULIN BETA- 2 /BETA- 3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146904 

LIB3168-080-P1-K1-E5 

BLASTN 

g4572664 

101 

9.0e-50 

149 

93 

Arabidopsis thaliana chromosome II BAC F25P17 genomic 
sequence, complete sequence 

146905 

LIB3168-080-P1-K1-E7 

BLASTX 

gll2681 

192 

8.0e-15 

49 

76 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 



18444 



S.eq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



storage protein [Arabidopsis thaliana] 
146906 

LIB3168-080-P1-K1-E8 

BLASTX 

gll2681 

258 

4.0e-23 

110 

63 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb__CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146907 

LIB3168-080-P1-K1-F1 

BLASTX 

gll2681 

295 

2.0e-28 

95 

71 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146908 

LIB3168-080-P1-K1-F10 

BLASTX 

gl628583 

420 

1.0e-41 

84 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146909 

LIB3168-080-P1-K1-F12 

BLASTX 

gl628583 

476 

4.0e-48 

97 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



146910 

LIB3168-080-P1-K1-F2 
BLASTX 



18445 





gl!2741 




491 


F, 1 IIP 


9.Qe-50 


Match length 


94 


% identity 


95 


NCBI Description 


2S SEED 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



ORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146911 

LIB3168-080-P1-K1-F3 

BLASTX 

gll2682 

152 

4.0e-10 

83 

47 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146912 

LIB3168-080-P1-K1-F4 

BLASTX 

g2244750 

46 

2.0e-13 

48 

88 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

146913 

LIB3168-080-P1-K1-F5 

BLASTX 

gll2737 

56 

4.0e-23 

125 

56 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146914 

LIB3168-080-P1-K1-F6 



18446 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

gll2681 

506 

2.0e-51 

109 
89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146915 

LIB3168-080-P1-K1-F7 

BLASTX 

gll2681 

508 

8.0e-52 

102 
95 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146916 

LIB3168-080-P1-K1-F8 

BLASTN 

g!628582 

37 

1.0e-ll 

113 

88 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 

146917 

LIB3168-080-P1-K1-G10 

BLASTX 

gll2737 

322 

3.0e-30 

84 

77 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146918 

LIB3168-080-P1-K1-G11 

BLASTN 

g4691223 



18447 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



376 

0.0e+00 

404 

98 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



F4F15 



146919 

LIB3168-080-P1-K1-G3 

BLASTX 

gll2739 

195 

4.0e-15 

84 

55 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146920 

LIB3168-080-P1-K1-G4 

BLASTX 

gl628583 

553 

5.0e-57 

111 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146921 

LIB3168-080-P1-K1-G6 

BLASTX 

g!628583 

301 

8.0e-38 

95 

89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146922 

LIB3168-080-P1-K1-G7 

BLASTX 

gll2741 

643 

2.0e-67 

122 
97 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855__pir NWMU3 2S albumin 3 precursor - 



18448 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146923 

LIB3168-080-P1-K1-G8 

BLASTX 

gll2681 

536 

6.0e-55 

132 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146924 

LIB3168-080-P1-K1-G9 

BLASTX 

gll2682 

545 

5.0e-56 

129 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ {X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146925 

LIB3168-080-P1-K1-H1 

BLASTN 

g4097693 

37 

6.0e-12 

109 

83 

Arabidopsis thaliana prohibitin 1 
cds 



(Atphbl) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146926 

LIB3168-080-P1-K1-H3 

BLASTN 

g4469002 

61 

8.0e-26 

164 

84 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T29A15 



Seq. No. 



146927 



18449. 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-080-P1-K1-H4 

BLASTX 

g2129657 

189 

3.0e-14 

84 

54 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

146928 

LIB3168-080-P1-K1-H5 

BLASTN 

gl6231 

37 

6.0e-12 

117 

82 

Arabidopsis CRA1 gene for 12S seed storage protein 
>gi_166675_gb_M37247_ATHCRAlAA A. thaliana 12S storage 
protein CRA1 gene, exons 1-4 

146929 

LIB3168-080-P1-K1-H6 

BLASTX 

gll2737 

187 

1.0e-14 

53 

74 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710^eirtb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146930 

LIB3168-080-P1-K1-H7 

BLASTX 

gl628583 

497 

2.0e-50 

111 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



146931 

LIB3168-080-P1-K1-H9 

BLASTN 

g4006885 

269 



18450 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-150 

330 

95 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

146932 

LIB3168-082-P1-K1-A1 

BLASTX 

gll2681 

54 

1.0e-77 

147 
92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146933 

LIB3168-082-P1-K1-A10 

BLASTN 

g2275194 

389 

0.0e+00 

401 

99 

Arabidopsis thaliana chromosome II BAC T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146934 

LIB3168-082-P1-K1-A12 

BLASTX 

gl628583 

614 

4.0e-64 

120 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146935 

LIB3168-082-P1-K1-A2 

BLASTX 

gll2737 

581 

4.0e-60 

122 

90 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 



18451 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor [Arabidopsis thaliana] 
146936 

LIB3168-082-P1-K1-A3 

BLASTX 

g3023190 

393 

4.0e-38 

84 

93 

14-3-3-LIKE PROTEIN 16R >gi_1888459_emb_CAA72381_ 
14-3-3 protein [Solanum tuberosum] 



(Y11685) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146937 

LIB3168-082-P1-K1-A4 

BLASTX 

gll2682 

659 

2.0e-69 

138 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605j?ir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


146938 


Seq. ID 


LIB3168-082-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3367576 


BLAST score 


594 


E value 


1.0e-61 


Match length 


130 


% identity 


81 


NCBI Description 


(AL031135) NAM / CUC2 


Seq. No. 


146939 


Seq. ID 


LIB3168-082-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g2252634 


BLAST score 


217 


E value 


2.0e-17 


Match length 


82 


% identity 


55 


NCBI Description 


(U95973) hypothetical 


Seq. No. 


146940 


Seq. ID 


LIB3168-082-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4678226 


BLAST score 


561 


E value 


6.0e-58 


Match length 


131 


% identity 


89 


NCBI Description 


(AC007135) putative 4 




thaliana] 



-like protein [Arabidopsis thaliana] 



putative 4 OS ribosomal protein S14 [Arabidopsis 



18452 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146941 

LIB3168-082-P1-K1-B11 

BLASTN 

gl402874 

91 

1.0e-43 

119 
95 

A.thaliana 81kb genomic sequence 
146942 

LIB3168-082-P1-K1-B12 

BLASTN 

g2842474 

126 

6.0e-65 

130 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F20O9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146943 

LIB3168-082-P1-K1-B2 

BLASTX 

g3152581 

519 

6.0e-53 

115 

88 

(AC002986) 
gb_AE00338 
from this 



Similar to E. coli sulfurtransf erase (rhodanese) 
ESTs gb_T03984, gb_T03983 and gb_W43228 come 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146944 

LIB3168-082-P1-K1-B4 

BLASTN 

g4589434 

306 

1.0e-172 

446 

96 

Arabidopsis thaliana genomic 
MNJ7, complete sequence 



DNA, chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146945 

LIB3168-082-P1-K1-B5 

BLASTN 

g2262155 

85 

6.0e-40 

335 

87 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 



Seq. No. 



146946 



18453 



Seq. ID 


LIB3168-082-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g4165488 


BLAST score 


622 


E value 


5.0e-65 


Match length 


117 


% identity 


98 


NCBI Description 


(AJ132399) alpha-tubulin 3 [Hordeum vulgare] 


Sea No. 


146947 


Seq. ID 


LIB3168-082-P1-K1-B7 


Method 


BLASTN 


NCBI GI 


g4159705 


BLAST score 


393 


E value 


0.0e+00 


Match length 


401 


% identity 


100 


NCBI Descriotion 


Arabidopsis thaliana genomic DNA, chromosome 




MGD8, complete sequence 


Seq. No. 


146948 


Seq. ID 


LIB3168-082-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gll2737 


BLAST score 


43 


E value 


3.0e-36 


Match length 


121 



3, PI clone: 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



67 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853j?ir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

146949 

LIB3168-082-P1-K1-B9 

BLASTX 

gl!2681 

625 

2.0e-65 

142 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808 936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146950 

LIB3168-082-P1-K1-C1 

BLASTX 

g3212869 

592 

2.0e-61 
123 



18454 



% identity 87 

NCBI Description (AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146951 

LIB3168-082-P1-K1-C11 

BLASTN 

g2264321 

141 

2.0e-73 

386 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXM12, complete sequence [Arabidopsis thaliana] 

146952 

LIB3168-082-P1-K1-C12 

BLASTX 

g3482913 

230 

5.0e-19 

119 
35 

(AC003970) Similar to MtN21, gi__2598575, Megicago 
truncatula nodulation induced gene [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146953 

LIB3168-082-P1-K1-C2 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq: ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146954 

LIB3168-082-P1-K1-C3 

BLASTX 

gl628583 

514 

3.0e-52 

111 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



146955 

LIB3168-082-P1-K1-C4 

BLASTN 

g4678266 

189 

1.0e-102 

416 

95 



18455 



NCBI Description Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



F15B8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-082-P1-K1-C5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146956 
LIB3168 
BLASTX 
gll2739 
516 

1.0e-52 

139 

75 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 

2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146957 

LIB3168-082-P1-K1-C7 

BLASTX 

gll2741 

606 

3.0e-63 

113 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 

3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

146958 

LIB3168-082-P1-K1-C8 

BLASTX 

gl628583 

102 

6.0e-57 

120 

90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146959 

LIB3168-082-P1-K1-D1 

BLASTX 

gll2682 

597 

5.0e-62 

139 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 



18456 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146960 

LIB3168-082-P1-K1-D10 

BLASTN 

g3335170 

111 

1.0e-55 

278 
95 

Arabidopsis thaliana embryo-specific protein 3 (ATS3) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



146961 

LIB3168-082-P1-K1-D11 

BLASTX 

gll2681 

119 

4.0e-06 

104 

52 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb__CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146962 

LIB3168-082-P1-K1-D3 

BLASTX 

g!12682 

621 

7.0e-65 

142 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146963 

LIB3168-082-P1-K1-D4 

BLASTX 

gl29817 

417 

6.0e-41 

113 
80 

BASIC PEROXIDASE E PRECURSOR >gi_81 653__pir JU0458 

peroxidase (EC 1.11.1.7) E - Arabidopsis thaliana 
>gi_166807 (M58381) peroxidase [Arabidopsis thaliana] 

146964 

LIB3168-082-P1-K1-D5 



18457 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll2681 

623 

4.0e-65 

132 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146965 

LIB3168-082-P1-K1-D6 

BLASTX 

gl628583 

478 

2.0e-48 

95 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


146966 


Seq. ID 


LIB3168-082-P1-K1-D7 


Method 


BLASTN 


NCBI bl 




BLAST score 


419 


E value 


0.0e+00 


Match length 


427 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5 




MQK4, complete sequence [Arabidopsis thaliana] 


Seq. No. 


146967 


Seq. ID 


LIB3168-082-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g899608 


BLAST score 


587 


E value 


5.0e-61 


Match length 


120 


% identity 


21 


NCBI Description 


(U29158) polyubiquitin [Zea mays] 


Seq. No. 


146968 


Seq. ID 


LIB3168-082-P1-K1-D9 


Method 


BLASTN 


NCBI GI 


g2264306 


BLAST score 


50 


E value 


4.0e-19 


Match length 


54 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5 




MBK5, complete sequence [Arabidopsis thaliana] 


Seq. No. 


146969 



18458 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-082-P1-K1-E1 

BLASTX 

g2129657 

398 

1.0e-38 

109 

77 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA9087 8_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146970 

LIB3168-082-P1-K1-E10 

BLASTX 

gll2741 

717 

4.0e-76 

135 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146971 

LIB3168-082-P1-K1-E11 

BLASTX 

gll2681 

499 

1.0e-50 

120 
82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146972 

LIB3168-082-P1-K1-E12 

BLASTN 

g4512656 

422 

0.0e+00 

430 

100 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



146973 

LIB3168-082-P1-K1-E2 

BLASTX 

g!628583 



18459 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146974 

LIB3168-082-P1-K1-E3 

BLASTX 

g2501296 

248 

4.0e-21 

115 

41 

DNA GYRASE SUBUNIT B >gi_1652801_dbj_BAA17720_ 
gyrase B subunit [Synechocystis sp.] 



(D90908) DNA 



146975 

LIB3168-082-P1-K1-E4 

BLASTX 

g4581146 

309 

9.0e-29 

64 

98 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

146976 

LIB3168-082-P1-K1-E5 

BLASTX 

g4454050 

161 

6.0e-ll 

40 

72 

(AL035394) putative protein [Arabidopsis thaliana] 
146977 

LIB3168-082-P1-K1-E7 

BLASTX 

gll2737 

566 

2.0e-58 

137 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi__166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 



146978 



18460 



Seq. I'D 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-082-P1-K1-E8 

BLASTX 

gll2682 

650 

3.0e-68 

137 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA32494__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

146979 

LIB3168-082-P1-K1-E9 

BLASTX 

g2129657 

433 

8.0e-43 

116 

78 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



146980 

LIB3168-082-P1-K1-F1 
BLASTN 
g4191771 
411 

0.0e+00 
435 
98 

NCBI Description Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146981 

LIB3168-082-P1-K1-F10 

BLASTX 

g4204299 

674 

4.0e-71 

132 

99 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146982 

LIB3168-082-P1-K1-F11 

BLASTX 

g3023516 

492 

6.0e-50 

112 

85 

PROBABLE l-DEOXYXYLULOSE-5-PHOSPHATE SYNTHASE PRECURSOR 



18461 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(DXP SYNTHASE) >gi_1399261 (U27099) DEF [Arabidopsis 
thaliana] 

146983 

LIB3168-082-P1-K1-F12 

BLASTX 

gl628583 

625 

2*0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146984 

LIB3168-082-P1-K1-F2 

BLASTX 

gll2681 

739 

1.0e-78 

145 
99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

146985 

LIB3168-082-P1-K1-F4 

BLASTX 

gl628583 

651 

2.0e-68 

127 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146986 

LIB3168-082-P1-K1-F5 

BLASTX 

gl628583 

567 

1.0e-58 

141 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_erab_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



146987 

LIB3168-082-P1-K1- 

BLASTX 

g2921158 



F7 



18462 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



708 

4.0e-75 

144 

99 

(AF022909) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ClpC [Arabidopsis thaliana] 



146988 

LIB3168-082-P1-K1-F8 

BLASTX 

gl!2739 

468 

6.0e-47 

131 

73 

2S SEED STORAGE PROTEIN 2 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >qi_68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi__395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

146989 

LIB3168-082-P1-K1-G1 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

146990 

LIB3168-082-P1-K1-G10 

BLASTX 

g2253579 

159 

8.0e-ll 

119 

42 

(U78721) hypothetical protein [Arabidopsis thaliana] 
146991 

LIB3168-082-P1-K1-G11 

BLASTX 

gl350634 

395 

2.0e-38 

76 

99 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L23 

>gi_12213_emb_CAA4 6567_ (X65615) ribosomal protein L23 
[Sinapis alba] 



Seq. No. 



146992 



18463 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-082-P1-K1-G12 

BLASTX 

g2924779 

658 

3.0e-69 

130 

100 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi__2981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146993 

LIB3168-082-P1-K1-G2 

BLASTX 

g3600030 

521 

4.0e-53 

118 

88 

(AF080119) contains similarity to ankyrin repeats (Pfam: 
ank.hmm, score: 13.93, 14.93 and 27.78) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146994 

LIB3168-082-P1-K1-G3 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146995 

LIB3168-082-P1-K1-G4 

BLASTX 

gll2741 

604 

6.0e-63 

117 

97 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



146996 

LIB3168-082-P1-K1-G5 

BLASTX 

gll2681 



18464 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



604 

7.0e-63 

139 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146997 

LIB3168-082-P1-K1-G6 

BLASTX 

gll2682 

614 

5.0e-64 

142 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146998 

LIB3168-082-P1-K1-G7 

BLASTX 

gll2681 

547 

3.0e-56 

126 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


146999 


Seq. ID 


LIB3168-082-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4220514 


BLAST score 


307 


E value 


5.0e-28 


Match length 


74 


% identity 


73 


NCBI Description 


(AL035356) putative protein 


Seq. No. 


147000 


Seq. ID 


LIB3168-082-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2129657 


BLAST score 


315 


E value 


5.0e-29 


Match length 


93 


% identity 


73 


NCBI Description 


oleosin isoform - Arabidops 



18465 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

147001 

LIB3168-082-P1-K1-H10 

BLASTX 

g2160151 

629 

8.0e-66 

136 
8 9 

(AC000375) 
(gb_X77260) 



Strong similarity to Brassica aspartic protease 
. [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147002 

LIB3168-082-P1-K1-H12 

BLASTX 

g4204298 

452 

3.0e-45 

115 

78 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

147003 

LIB3168-082-P1-K1-H2 

BLASTX 

g2961378 

565 

3.0e-58 

135 

55 

(AL022141) putative protein [Arabidopsis thaliana] 
147004 

LIB3168-082-P1-K1-H3 

BLASTX 

gl628583 

625 

2.0e-65 

120 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147005 

LIB3168-082-P1-K1-H4 

BLASTX 

gll2737 

599 

3.0e-62 

141 

82 

2S SEED STORAGE PROTEIN 1 



PRECURSOR (2S ALBUMIN STORAGE 



18466 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN) >gi_68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147006 

LIB3168-082-P1-K1-H5 

BLASTX 

g585536 

584 

1.0e-60 

105 

100 

MYROSINASE PRECURSOR (SINIGRINASE) (THIOGLUCOSIDASE) 

>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb_CAA5578 6_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147007 

LIB3168-082-P1-K1-H6 

BLASTX 

g!628583 

546 

4.0e-56 

110 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147008 

LIB3168-082-P1-K1-H7 - 

BLASTX 

gll2681 

643 

2.0e-67 

132 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147009 

LIB3168-082-P1-K1-H8 

BLASTX 

g266693 

423 

9.0e-42 

106 

82 

OLEOSIN >gi_282875_pir S22538 oleosin - Arabidopsis 

thaliana >gi_16405_emb_CAA44225_ (X62353) oleosin 



18467 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] >gi_4455257_emb_CAB36756 . 1_ 
(AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 

147010 

LIB3168-082-P1-K1-H9 

BLASTX 

g4539335 

152 

6.0e-10 

93 

41 

(AL035539) putative protein [Arabidopsis thaliana] 
147011 

LIB3168-083-P1-K1-A1 

BLASTX 

gll2739 

345 

1.0e-32 

109 

67 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

147012 

LIB3168-083-P1-K1-A11 

BLASTX 

g!12737 

251 

2.0e-21 

115 

48 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147013 

LIB3168-083-P1-K1-A2 

BLASTX 

g4204299 

105 

8.0e-64 

127 

100 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 



147014 



18468 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-083-P1-K1-A3 

BLASTX 

gl628583 

386 

1.0e-46 

119 
82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147015 

LIB3168-083-P1-K1-A7 

BLASTN 

g3236234 

362 

0.0e+00 

378 

99 

Arabidopsis thaliana chromosome II BAC F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

147016 

LIB3168-083-P1-K1-A9 

BLASTX 

gl!2682 

571 

5.0e-59 

137 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir SO 8 5 10 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147017 

LIB3168-083-P1-K1-B10 

BLASTX 

gl628583 

390 

9.0e-38 

97 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147018 

LIB3168-083-P1-K1-B11 

BLASTX 

gll2741 

708 

4.0e-75 
133 
98 

2S SEED STORAGE PROTEIN 



3 PRECURSOR (2S ALBUMIN STORAGE 



18469 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147019 

LIB3168-083-P1-K1-B2 

BLASTX 

gll2682 

609 

2.0e-63 

126 
90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi 166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147020 

LIB3168-083-P1-K1-B4 

BLASTX 

gl628583 

342 

1.0e-32 

77 
86 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAAl6892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



147021 

LIB3168-083-P1-K1-B7 

BLASTN 

g21157 

110 

4.0e-55 

170 

92 

S.alba 18S, 5.8S & 25S rRNA genes 
147022 

LIB3168-083-P1-K1-B9 

BLASTX 

g4584542 

42 

1.0e-60 

128 

97 

(AL049608) putative protein [Arabidopsis thaliana] 
147023 

LIB3168-083-P1-K1-C10 

BLASTN 

g4079614 



18470 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



102 

5.0e-50 

332 

92 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

147024 

LIB3168-083-P1-K1-C11 

BLASTX 

g!12737 

598 

4.0e-62 

146 

79 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit, 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147025 

LIB3168-083-P1-K1-C2 

BLASTX 

gl628583 

90 

9.0e-73 

145 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147026 

LIB3168-083-P1-K1-C5 

BLASTX 

g99688 

460 

3.0e-46 

99 

90 

translation elongation factor eEF-1 alpha chain (gene A4) - 
Arabidopsis thaliana >gi_2957 8 9_emb_CAA344 56_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 

147027 

LIB3168-083-P1-K1-C6 

BLASTX 

gll2737 

389 

1.0e-37 

135 

59 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 



18471 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



147028 

LIB3168-083-P1-K1-C8 

BLASTN 

g2760171 

37 

2.0e-ll 

104 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MPA24, complete sequence [Arabidopsis thaliana] 



PI clone: 



147029 

LIB3168-083-P1-K1-C9 

BLASTX 

gl628583 

537 

5.0e-55 

120 

87 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147030 

LIB3168-083-P1-K1-D1 

BLASTX 

gl628583 

612 

9.0e-64 

120 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147031 

LIB3168-083-P1-K1-D10 

BLASTX 

gl628583 

438 

6.0e-69 

146 
92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147032 

LIB3168-083-P1-K1-D11 

BLASTX 

g!12737 



18472 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



597 

5.0e-62 

145 

79 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb__CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1__ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147033 

LIB3168-083-P1-K1-D12 

BLASTX 

gll2681 

392 

4.0e-38 

87 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147034 

LIB3168-083-P1-K1-D2 

BLASTX 

g2454182 

407 

9.0e-40 

116 

71 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

147035 

LIB3168-083-P1-K1-D4 

BLASTX 

gl!2681 

547 

3.0e-56 

111 

93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb__CAA32493__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



147036 

LIB3168-083-P1-K1-D6 

BLASTX 

gll2682 

549 



2.0e-56 



^18473 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



142 
78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147037 

LIB3168-083-P1-K1-D7 

BLASTX 

g2894568 

503 

5.0e-51 

145 

71 

(AL021890) putative protein [Arabidopsis thaliana] 
147038 

LIB3168-083-P1-K1-D9 

BLASTN 

gl66609 

147 

7.0e-77 

415 

91 

A. thaliana at2Sl gene encoding albumin 2S subunit 1, 
complete cds 

147039 

LIB3168-083-P1-K1-E1 

BLASTN 

g4587582 

87 

3.0e-41 

261 

93 

Arabidopsis thaliana chromosome II BAC T16B14 genomic 
sequence, complete sequence 

147040 

LIB3168-083-P1-K1-E10 

BLASTN 

g4206762 

235 

1.0e-129 

363 

95 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 

147041 

LIB3168-083-P1-K1-E11 

BLASTX 

g3687228 

632 

4.0e-66 



18474 



Match length 

% identity 

NCBI Description 



129 
95 

(AC005169) putative malate dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147042 

LIB3168-083-P1-K1-E12 

BLASTN 

g3299824 

367 

0.0e+00 

375 
99 

Arabidopsis thaliana BAC F4C21 from chromosome IV, top 
near 17 cM, complete sequence [Arabidopsis thaliana] 



arm. 



147043 

LIB3168-083-P1-K1-E2 

BLASTX 

gll2737 

597 

5.0e-62 

138 

84 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147044 

LIB3168-083-P1-K1-E4 

BLASTX 

gl32866 

441 

9.0e-44 

91 

93 

CHLOROPLAST BOS RIBOSOMAL PROTEIN L2 >giJ71086jpir R5NT2 

ribosomal protein L2 - common tobacco chloroplast 
>gi_435269_emb_CAA77384_ (Z00044) ribosomal protein L2 
[Nicotiana tabacum] >gi_1223691_emb_CAA77409_ (Z00044) 
ribosomal protein L2 [Nicotiana tabacum] 

>gi_225238_prf 1211235BW ribosomal protein L2 [Nicotiana 

tabacum] 

147045 

LIB3168-083-P1-K1-E6 

BLASTX 

g2129657 

362 

2.0e-34 

103 

76 

oleosin isoform - Arabidopsis thaliana 



18475 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

147046 

LIB3168-083-P1-K1-E7 

BLASTX 

g2129767 

608 

2.0e-63 

122 

93 

vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi_1805364_dbj_BAA09615_ 
(D61394) beta-VPE [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147047 

LIB3168-083-P1-K1-E9 

BLASTX 

gl628583 

574 

2.0e-59 

113 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



147048 

LIB3168-083-P1-K1-F10 

BLASTX 

gl628583 

125 

3.0e-26 

71 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147049 

LIB3168-083-P1-K1-F11 

BLASTX 

gl628583 

376 

1.0e-36 

80 
94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147050 

LIB3168-083-P1-K1-F12 

BLASTX 

g3242706 

314 



18476 



E value 
Match length 
% identity 
NCBI Description 



8.0e-32 

124 

64 

(AC003040) cyclin-dependent kinase inhibitor protein 
[Arabidopsis thaliana] >gi_3550262 (AF079587) 
cyclin-dependent kinase inhibitor; ICK1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147051 

LIB3168-083-P1-K1-F2 

BLASTX 

g2160151 

550 

2.0e-56 

129 

84 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb_X77260). [Arabidopsis thaliana] 



Seq. No. 


147052 


Seq. ID 


LIB3168-083-P1-K1-F3 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


28 


E value 


7.0e-06 


Match length 


143 


% identity 


90 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


147053 


Seq. ID 


LIB3168-083-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


142 


E value 


7.0e-09 


Match length 


95 


% identity 


58 


NCBI Description 


12 S SEED STORAGE PROTEIN PRECURSOR 



L_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147054 

LIB3168-083-P1-K1-F5 

BLASTN 

g3695372 

65 

2.0e-28 

153 

86 

Arabidopsis thaliana BAC F1104 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



147055 

LIB3168-083-P1-K1-F6 

BLASTX 

g4510397 



18477 



o 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



119 

6.0e-14 

61 
72 

(AC006587) putative preproMP27-MP32 [Arabidopsis thaliana] 
147056 

LIB3168-083-P1-K1-F7 

BLASTX 

gll2682 

44 

1.0e-46 

116 
84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147057 

LIB3168-083-P1-K1-F9 

BLASTN 

g4220640 

133 

1.0e-68 

280 

86 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MPE11, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


147058 


Seq. ID 


LIB3168-083-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g4580461 


BLAST score 


503 


E value 


5.0e-51 


Match length 


111 


% identity 


92 


NCBI Description 


(AC006081) unknown prote 


Seq. No. 


147059 


Seq, ID 


LIB3168-083-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


496 


E value 


3.0e-50 


Match length 


126 


% identity 


75 


NCBI Description 


(U66916) 12S cruciferin 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



d storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed .storage protein [Arabidopsis thaliana] 

147060 

LIB3168-083-P1-K1-G12 

BLASTX 

gl628583 



18478 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 

3.0e-60 

123 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


147061 


Seq. ID 




M£^+" In oH 

L iC L1IUU 


D J_i.tt.kJ ± z\ 


NCBI GI 




BLAST score 


528 


E value 


6.0e-54 


Match length 


149 


% identity 


70 


NCBI Description 


(AF092432) protein phosphatase type 2C [Lotus japonicus 


Seq. No. 


147062 


Seq. ID 


LIB3168-083-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2832777 


BLAST score 


276 


E value 


2.0e-24 


Match length 


114 


% identity 


43 


NCBI Description 


(AL021086) /prediction= (method: ; /predict ion= (method: ; 



/match=(desc: ; /match=(desc: ; /match=(desc: ; 
EST embl_AA735498_AA735498 comes from the 5' 
[Drosophila melanogaster] 



/match= (desc 
UTR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



147063 

LIB3168-083-P1-K1-G5 

BLASTN 

g3406756 

43 

5.0e-15 

104 

86 

Arabidopsis thaliana rac-like GTP binding protein Arac6 
(Arac6) iuRNA, complete cds 

147064 

LIB3168-083-P1-K1-G6 

BLASTX 

gl628583 

82 

2.0e-54 

119 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147065 

LIB3168-083-P1-K1-G7 
BLASTX 



18479 



NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll2741 
255 

3.0e-22 

65 

77 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi__68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi__166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1__ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147066 

LIB3168-083-P1-K1-H1 

BLASTX 

gl750376 

56 

2.0e-58 

138 

62 

(U80808) ubiquitin activating enzyme [Arabidopsis thaliana] 
>gi_3150409 (AC004165) ubiquitin activating enzyme (UBA1) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147067 

LIB3168-083-P1-K1-H10 

BLASTN 

g3659908 

131 

2.0e-67 

263 
100 

Arabidopsis thaliana histidyl-tRNA synthetase mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147068 

LIB3168-083-P1-K1-H12 

BLASTN 

g4159712 

308 

1.0e-173 

324 

99 

Arabidopsis thaliana genomic DNA, 
MWI23, complete sequence 



chromosome 3, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147069 

LIB3168-083-P1-K1-H2 

BLASTX 

gll2743 

669 

2.0e-70 

143 

88 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68856 pir NWMU4 2S albumin 4 precursor - 



18480 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA808 69_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

147070 

LIB3168-083-P1-K1-H3 

BLASTN 

g4100059 

380 

0.0e+00 

396 

50 

Arabidopsis thaliana AthlecRK4 pseudogene, complete 
sequence, receptor lectin kinase 3 (AthlecRK3) gene, 
complete cds, and AthlecRK2 pseudogene, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147071 

LIB3168-083-P1-K1-H4 

BLASTX 

gl628583 

130 

4.0e-71 

146 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147072 

LIB3168-083-P1-K1-H5 

BLASTX 

gll2741 

598 

3.0e-62 

129 

88 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868__ 
(Z2474 4) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147073 

LIB3168-083-P1-K1-H7 

BLASTX 

g2961378 

45 

6.0e-41 

139 
43 

(AL022141) putative protein [Arabidopsis thaliana] 



Seq. No. 



147074 



18481 



oeq. ID 


LlDJiOO UOj rl JXl 




DiiriiJ J. 2\ 


JN^isl tal 


n-1 1 0T3Q 
gi 1Z / 




■ID / 


E value 


o . ue _ 4 / 


Ma 'F nVs 1 r^* tn rf 4— V^s 

ridicn leny en 


1 ^1 


% identity 


/ J 


NCBI Description 






PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 




Arabidopsis thaliana >gi__166615 (M22033) albumin 2S subunit 




z precursor {./iraDiaopsis cnananaj ->gi oyozuo eiriD \^j\plo\jo i ± 




^£Z4 /40J Zo alDUIUin ISOXOrm Z ["-ra.DlCI.Op5 IS inallauaj 




>gi 44yu/ii eiriD u/iD.3oo43 . i tHiiUooooU; nvviyiuz— zo aiDUiuin z 




precursor [riraJLJlUOpolo tuallanaj 


oSq. IN O . 


1 A 7H7R 
14 / U / 0 


Corr T H 
uc(j> 1 JJ 


LlDjlOO U04 Irl J\l r\± 


L it; LilUU. 


IjlxnO 1A 




g4 l^JJOt) 


BLAST score 


475 


E value 


9.0e-48 


Match length 


11 / 


% identity 




NCBI Description 


(AF091455) translationally controlled tumor protein [Hevea 




brasiliensis ] 


Seq. No. 


1 /time 
14 /U /o 


oeq. lu 


T TDQ1 CQ f\Q A D1 1^1 ]\1 fl 

LlBJlbo — Uo4 — Fl-i\l-AlU 


L v ie L.I10Q. 


DT 7VQTV 


NCBI GI 


g2244897 


BLAST score 


719 


E value 


z . ue— / D 


Match length 


1 >1 O 
14Z 


% identity 


y y 


lnudi Description 


\iiy/ooc5j nypo rne Licai pronem [Araoioopsis unananaj 


o6q. JNO. 


14 / U / / 


Can m 


blDjlDo UO 4 xr 1 Jxl ril 1 




DiiflO ± LH 


NCBI GI 


gl6472 


BLAST score 


416 


E value 


u . ue+uu 


Match length 


/ton 
4ZU 


% identity 


100 


MPT3T ^ c? <^-> >~ n >->,+- -i /-xr> 

LN^rJi uescripLion 


A. thaliana rRNA repeat unit/ most frequent IGR type 


Seq. No. 


147078 


oeq. lu 


J_il.D O 1do Uo4 irl J\l ri.1 Z 


i v iei_noa 


DT 7V CTY 




goz / 0 / 4 0 


BLAST score* 


620 


E value 


9.0e-65 


Match length 


118 


% identity 


100 


NCBI Description 


(AF057357) lipid transfer protein 2 precursor [Arabidopsis 




thaliana] >gi_3786019 (AC005499) unknown protein 



[Arabidopsis thaliana] 



18482 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147079 

LIB3168-084-P1-K1-A2 

BLASTN 

g4512656 

143 

1.0e-74 

350 
82 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence , complete sequence 

147080 

LIB3168-084-P1-K1-A3 

BLASTX 

gl628583 

620 

9.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147081 

LIB3168-084-P1-K1-A4 

BLASTX 

gll2682 

46 

1.0e-27 

77 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147082 

LIB3168-084-P1-K1-A5 

BLASTX 

gl628583 

618 

2.0e-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



147083 

LIB3168-084-P1-K1-A6 

BLASTX 

g2661422 

580 

4.0e-60 
119 



18483 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

(AJ001342) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] >gi_3096936_emb_CAA1884 6 . 1_ 
(AL023094) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] 

147084 

LIB3168-084-P1-K1-A7 

BLASTX 

gl628583 

573 

3.0e-59 

144 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147085 

LIB3168-084-P1-K1-A8 

BLASTX 

gll2681 

545 

6.0e-56 

144 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147086 

LIB3168-084-P1-K1-A9 

BLASTN 

g511598 

346 

0.0e+00 

390 

32 

Arabidopsis thaliana cell wall protein (APTR-1) gene, 
complete cds 

147087 

LIB3168-084-P1-K1-B1 

BLASTX 

gl!2682 

582 

2.0e-60 

126 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



18484 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147088 

LIB3168-084-P1-K1-B10 

BLASTX 

g2605714 

514 

2.0e-52 

122 

84 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147089 

LIB3168-084-P1-K1-B11 

BLASTX 

g4204299 

685 

2.0e-72 

134 

99 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147090 

LIB3168-084-P1-K1-B12 

BLASTX 

gll5783 

512 

3.0e-52 

98 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147091 

LIB3168-084-P1-K1-B2 

BLASTX 

g3660465 

542 

8.0e-56 

110 

98 

(AJ001753) Inositol 1, 3, 4-Trisphosphate 5/6 kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147092 

LIB3168-084-P1-K1-B3 

BLASTX 

g3328490 

156 

3.0e~10 

86 

47 

(AE001283) tRNA Pseudouridine Synthase 
trachomatis] 



[Chlamydia 



18485 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147093 

LIB3168-084-P1-K1-B4 

BLASTX 

gl628583 

689 

7.0e-73 

144 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147094 

LIB3168-084-P1-K1-B5 

BLASTX 

g2459446 

589 

4.0e-61 

132 
88 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147095 

LIB3168-084-P1-K1-B7 

BLASTX 

g2708747 

500 

8.0e-51 

97 

99 

(AC003952) putative glycine-rich, 
protein [Arabidopsis thaliana] 



zinc-finger DNA-binding 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147096 

LIB3168-084-P1-K1-B8 

BLASTX 

gll2681 

469 

4.0e-47 

138 

72 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147097 

LIB3168-084-P1-K1-C1 

BLASTX 

g!12682 

655 

6.0e-69 

133 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 



18486 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



147098 

LIB3168-084-P1-K1-C10 

BLASTX 

gl526424 

579 

6.0e-60 

129 

46 

(D64140) LEA protein in group 3 



[Arabidopsis thaliana] 



147099 

LIB3168-084-P1-K1-C11 

BLASTX 

gll2743 

632 

4.0e-66 

133 

89 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869__ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_44 90713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

147100 

LIB3168-084-P1-K1-C12 

BLASTX 

gll2682 

595 

7.0e-62 

138 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147101 

LIB3168-084-P1-K1-C2 

BLASTX 

g2252866 

279 

9.0e-25 

59 

93 

(AF013294) contains region of similarity to SYT 
[Arabidopsis thaliana] 



Seq. No. 



147102 



18487 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



LIB3168-084-P1-K1-C3 

BLASTX 

gll09699 

609 

2.0e-63 

118 

99 

(X83381) gibberellin 20-oxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147103 

LIB3168-084-P1-K1-C4 

BLASTX 

g!871192 

155 

3.0e-10 

59 

54 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq . No . , 
: Seq. ' ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147104 

LIB3168-084-P1-K1-C5 

BLASTX 

gll2682 

609 

2.0e-63 

140 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

..1471Q5 

LIB316-8-G84-P1-K1-C6 

BLASTX 

gl628583 

319 

2.0e-29 

76 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147106 

LIB3168-084-P1-K1-C7 

BLASTX 

g!429207 

636 

1.0e-66 

123 

69 

(X99224) annexin [Arabidopsis thaliana]' 



Seq. No. 



147107 



18488 



OCvj • X U 


LIB^168-084-Pl-Kl-C8 


Mpt" Vi oH 


RT.ASTX 


NCBI GI 


g4584110 


BLAST score 


299 


T TT3 1 llfl 

iii vdxue 




ixiar.cn lengun 


111 
111 


% identity 


JJ 






oeq. jno * 


14 71 HQ 
1ft / 1UO 




XjXOOXvJO U O H i- X IV X .7 


Met" Vi r^H 


RT.A^TX 


NCR! QI 


all2682 


BLAST score 


591 


E value 


2.0e-61 


Match length 


137 


% identity 


82 


NCBI Description 


12S SEED STORAGE PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147109 

LIB3168-084-P1-K1-D1 

BLASTX 

gl!2681 

753 

2.0e-80 

143 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] „ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147110 

LIB3168-084-P1-K1-D10 

BLASTN 

g4159709 

361 

0.0e+00 

421 

99 

Arabidopsis thaliana genomic DNA, 
MLN21, complete sequence 



chromosome 3, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147111 

LIB3168-084-P1-K1-D11 

BLASTX 

gl33959 

263 

6.0e-23 

56 

91 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S4 >gi_81526_pir A30833 



18489 



ribosomal protein S4 - spinach chloroplast >gi_343377 
(M16878) ribosomal protein S4 [Spinacia oleracea] 

>gi_2254 64_prf 1303355A ribosomal protein S4 [Spinacia 

oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



147112 

LIB3168-084-P1-K1-D12 

BLAST N 

g3449326 

88 

1.0e-41 

315 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19M22, complete sequence [Arabidopsis thaliana] 

147113 

LIB3168-084-P1-K1-D2 

BLASTX 

gl628583 

267 

2.0e-23 

65 

83 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



147114 

LIB3168-084-P1-K1-D3 

BLASTX 

g2911042 

535 

7.0e-55 

111 

99 

(AL021961) Phosphoglycerate dehydrogenase 
[Arabidopsis thaliana] 



like protein 



147115 

LIB3168-084-P1-K1-D4 

BLASTN 

g3228389 

387 

0.0e+00 

395 

99 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 

147116 

LIB3168-084-P1-K1-D5 

BLASTX 

g2446981 

626 

2.0e-65 
120 



18490 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(AB005560) At GDI 2 [Arabidopsis thaliana] 
>gi_2569936_emb_CAA04727__ (AJ001397) GDI2 [Arabidopsis 
thaliana] 

147117 

LIB3168-084-P1-K1-D6 

BLASTX 

g3434975 

142 

1.0e-08 

31 

77 

(AB008107) ethylene responsive element binding factor 5 
[Arabidopsis thaliana] 

147118 

LIB3168-084-P1-K1-D7 

BLASTX 

g3335169 

685 

2.0e-72 

128 

99 

(AF067857) embryo- specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specif ic 
protein 1 (ATS1) [Arabidopsis thaliana] 

147119 

LIB3168-084-P1-K1-D8 

BLASTX 

gll2741 

703 

2.0e-74 

133 

98 

2S SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147120 

LIB3168-084-P1-K1-D9 

BLASTN 

g3869067 

401 

0.0e+00 

430 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCK7, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



147121 

LIB3168-084-P1-K1-E1 



18491 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4756963 

350 

0.0e+00 

354 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F10M23 



147122 

LIB3168-084-P1-K1-E10 

BLASTX 

g3080530 

160 

8.0e-ll 

121 
33 

(AL022600) hypothetical protein [Schizosaccharomyces pombe] 
147123 

LIB3168-084-P1-K1-E11 

BLASTX 

g2315449 

292 

3.0e-26 

131 

43 

(AF0164 48) similar to Saccharomyces cerevisiae nuclear 
protein SNF7 (SP: P39929) in one region and the chromosome 
segregation protein SMC 2 (SP:P38989) in another 
[Caenorhabditis elegans] 

147124 

LIB3168-084-P1-K1-E12 

BLASTX 

gl!07501 

369 

2.0e-35 

91 

81 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

147125 

LIB3168-084-P1-K1-E3 

BLASTX 

gll2741 

789 

1.0e-84 

145 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 



18492 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147126 

LIB3168-084-P1-K1-E4 

BLASTX 

g!12739 

483 

1.0e-48 

133 
73 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb__CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147127 

LIB3168-084-P1-K1-E5 

BLASTN 

g4199934 

352 

0,0e+00 

392 

97 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



147128 

LIB3168-084-P1-K1-E6 

BLASTX 

g3914386 

206 

3.0e-16 

87 
45 

ALLERGEN MF1 >gi_34454 90_db j_BAA32435_ 
[Malassezia furfur] 



(AB011804) MF1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147129 

LIB3168-084-P1-K1-E7 

BLASTX 

g3157937 

653 

1.0e-68 

131 
98 

(AC002131) Identical to aspartic proteinase cDNA gb_U51036 
from A. thaliana. ESTs gb_N96313, gb_T21893, gb_R30158, 
gb_T21482, gb_T43650, gb_R64749, gb_R65157, gb_T88269, 
gb_T44552, gb_T22542, gb_T76533, gb_T44350 f gb_Z34591, 
gb_AA728734 f gb 



Seq. No. 



147130 



18493 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-084-P1-K1-E8 

BLASTX 

gl628583 

620 

9.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147131 

LIB3168-084-P1-K1-F1 

BLASTX 

gll2681 

696 

1.0e-73 

140 
99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb__CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147132 

LIB3168-084-P1-K1-F10 

BLASTX 

g2129657 

351 

3.0e-33 

102 

75 

oleosin isoform - Arabidopsis thaliana 
>gi_987014__emb__CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878__ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147133 

LIB3168-084-P1-K1-F12 

BLASTN 

gl66609 

217 

1.0e-119 

217 

100 

A. thaliana at2Sl gene encoding albumin 2S subunit 1, 
complete cds 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



147134 

LIB3168-084-P1-K1-F2 

BLASTX 

g4263515 

277 

1.0e-24 

138 

54 



18494 



NCBI Description 



(AC004044) hypothetical protein [Arabidopsis thaliana] 



QpCT Tan 


147135 


Seq. ID 


LIB3168-084-P1-K1-F3 


Method 


BLASTX 


1NO.D1 VaX 
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cruciieriii precursux j_a.pe 




-L *a / X <J \J 


Sea ID 


LIB3168-084-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


608 


E value 


2.0e-63 


Match length 


120 


% identity 


97 


NCBI Description 


(U66916) 12S cruciferin seed 



thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147137 

LIB3168-084-P1-K1-F6 

BLASTX 

gl!2737 

197 

3.0e-15 

65 

65 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 

1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147138 

LIB3168-084-P1-K1-F7 

BLASTX 

gll2739 

474 

1.0e-47 

131 

73 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 

2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 



147139 



18495 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-084-P1-K1-F9 

BLASTX 

gll2682 

56 

1.0e-61 

136 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147140 

LIB3168-084-P1-K1-G11 

BLASTN 

g4263540 

39 

5.0e-13 

55 
38 

Arabidopsis thaliana chromosome II BAC T6A13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

147141 

LIB3168-084-P1-K1-G2 

BLASTX 

g!628583 

618 

2.0e-64 

144 

83 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147142 

LIB3168-084-P1-K1-G5 

BLASTX 

g3335169 

641 

3.0e-67 

144 

79 

(AF067857) embryo- specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 

147143 

LIB3168-084-P1-K1-G6 

BLASTN 

g4733952 

95 

4.0e-46 

219 

80 

Arabidopsis thaliana chromosome I BAC F23H11 genomic 



18496 



# 



sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147144 

LIB3168-084-P1-K1-G7 

BLASTX 

gll2682 

588 

5.0e-61 

138 
81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808 937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


147145 


Seq. ID 


LIB3168-084-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4432839 


BLAST score 


144 


E value 


6.0e-09 


Match length 


85 


% identity 


22 


NCBI Description 


(AC006283) unknown protein [Arabidopsi 


Seq. No. 


147146 


Seq. ID 


LIB3168-084-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


659 


E value 


2.0e-69 


Match length 


138 


% identity 


91 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi 



605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_enib_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147147 

LIB3168-084-P1-K1-H1 

BLASTX 

g2129657 

271 

7.0e-24 

90 

68 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



147148 

LIB3168-084-P1-K1-H10 

BLASTN 

g4757411 



18497 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294 

1.0e-164 

376 
98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXC7, complete sequence 

147149 

LIB3168-084-P1-K1-H11 

BLASTX 

g2191135 

446 

2.0e-44 

118 

71 

(AF007269) A__IG002N01 . 14 gene product [Arabidopsis 
thaliana] 

147150 

LIB3168-084-P1-K1-H12 

BLASTX 

gll2682 

590 

3.Ge-61 

137 
82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147151 

LIB3168-084-P1-K1-H2 

BLASTX 

g!628583 

719 

2.0e-76 

143 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147152 

LIB3168-084-P1-K1-H3 

BLASTX 

gl628583 

546 

4.0e-56 

138 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



147153 



18498 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-084-P1-K1-H4 

BLASTX 

gl37578 

255 

5.0e-22 

106 

44 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 

>gi_81545j?ir S06398 alpha-globulin type A precursor - 

upland cotton >gi__167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi_207906 (M18027) alpha globulin A 

[Artificial gene] >gi_226119_prf 1410330A vicilin gene A 

[Saguinus oedipus] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147154 

LIB3168-084-P1-K1-H5 

BLASTX 

gll2682 

588 

5.0e-61 

124 
89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147155 

LIB3168-084-P1-K1-H6 

BLASTX 

gl!2682 

598 

3.0e-62 

128 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147156 

LIB3168-084-P1-K1-H9 

BLASTX 

gl628583 

618 

2.0e-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



147157 

LIB3168-086-P1-K1-A1 
BLASTX 



18499 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3738288 
407 

5.0e-40 

82 
99 

(AC005309) 
thaliana] 



auxin-responsive GH3-like protein [Arabidopsis 



Seq. No. 
Seq. ID 



147158 

LIB3168-086-P1-K1-A10 

BLASTX 

g2795809 

362 

2.0e-34 

96 

73 

(AC003674) putative expansin [Arabidopsis thaliana] 
147159 

LIB3168-086-P1-K1-A11 

BLASTX 

g!12682 

511 

6.0e-52 

140 

75 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147160 

LIB3168-086-P1-K1-A12 

BLASTX 

g3335169 

645 

1.0e-67 

130 

94 

(AF067857) embryo -specific protein 1 [Arabidopsis thaliana] 
>gi_4455197__emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 

147161 

LIB3168-086-P1-K1-A3 

BLASTN 

g3894179 

412 

0.0e+00 

431 

99 

Arabidopsis thaliana chromosome II BAC F13H10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

147162 

LIB3168-086-P1-K1-A4 



18500 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll2737 

588 

5.0e-61 

140 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 

1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147163 

LIB3168-086-P1-K1-A5 

BLASTN 

g3242700 

369 

0. 0e+00 

475 

95 

Arabidopsis thaliana chromosome II BAC F26B6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

147164 

LIB3168-086-P1-K1-A7 

BLASTX 

g3914996 

739 

1.0e-78 

142 

99 

PHOSPHOSERINE AMINOTRANSFERASE PRECURSOR (PSAT) 
>gi_1665831_dbj_BAA13640__ (D88541) phosphoserine 
aminotransferase [Arabidopsis thaliana] 
>gi_2804260_dbj_BAA24441_ (AB010408) phosphoserine 
aminotransferase [Arabidopsis thaliana] 
>gi_3367581_emb_CAA20033_ (AL031135) phosphoserine 
aminotransferase [Arabidopsis thaliana] 

147165 

LIB3168-086-P1-K1-A8 

BLASTX 

g!12739 

358 

4.0e-34 

110 

67 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi__166615 (M22033) albumin 2S subunit 

2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



18501 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147166 

LIB3168-086-P1-K1-A9 

BLASTX 

gl628583 

561 

7.0e-58 

134 

81 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147167 

LIB3168-086-P1-K1-B1 

BLASTX 

gll2682 

466 

7.0e-47 

109 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147168 

LIB3168-086-P1-K1-B10 

BLASTX 

gl628583 

876 

1.0e-94 

176 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


147169 


Seq. ID 


LIB3168-086-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4585924 


BLAST score 


542 


E value 


2.0e-55 


Match length 


174 


% identity 


64 


NCBI Description 


(AC007211) hypothetical protein [Arabidopsis 


Seq. No. 


147170 


Seq. ID 


LIB3168-086-P1-K1-B3 


Method 


BLASTN 


NCBI GI 


g2564045 


BLAST score 


204 


E value 


l.Oe-111 


Match length 


530 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



18502 



K8K14, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147171 

LIB3168-086-P1-K1-B4 

BLASTN 

g2564044 

131 

2.0e-67 

191 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19P17, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147172 

LIB3168-086-P1-K1-B5 

BLASTX 

gl31336 

324 

6.0e-30 

73 

90 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_72715_pir F2NT0P 

photosystem II phosphoprotein psbH - common tobacco 
chloroplast >gi_11857_emb_CAA77374_ (Z00044) PSII lOkD 
phosphoprotein [Nicotiana tabacum] 

>gi_225225_prf 1211235BG photosystem II lOkD 

phosphoprotein [Nicotiana tabacum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147173 

LIB3168-086-P1-K1-B6 

BLASTX 

gl!2737 

542 

1.0e-55 

118 

87 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147174 

LIB31 68-08 6-P1-K1-B7 

BLASTN 

g3482964 

167 

6.0e-89 

323 

88 

Arabidopsis thaliana DNA chromosome 2, BAC clone F13D4 
(ESSAII project) 



Seq. No. 
Seq. ID 



147175 

LIB3168-086-P1-K1-B8 



18503 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll2739 

475 

1.0e-47 

148 

66 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205__emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1__ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 


147176 


Seq. ID 


LIB3168-086-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3128189 


BLAST score 


171 


E value 


2.0e-19 


Match length 


93 


% identity 


61 


NCBI Description 


(AC004521) putative beta-glucosidase 


Seq. No. 


147177 


Seq. ID 


LIB3168-086-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g!628583 


BLAST score 


541 


E value 


1.0e-55 


Match length 


111 


% identity 


95 


NCBI Description 


(U66916) 12S cruciferin seed storage 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147178 

LIB3168-086-P1-K1-C11 

BLASTN 

g3869071 

450 

0.0e+00 

477 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MIL23, complete sequence [Arabidopsis thaliana] 



147179 

LIB3168-086-P1-K1-C12 

BLASTN 

g3869071 

453 

0.0e+00 

536 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MIL23, complete sequence [Arabidopsis thaliana] 



PI clone: 



18504 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147180 

LIB3168-086-P1-K1-C2 

BLASTX 

g4262222 

601 

1.0e-62 

119 
100 

(AC006200) putative RNA helicase A, 3 ! partial [Arabidopsis 
thaliana] 





beq. wo. 


1 /II Q1 

14 / lo 1 




beq. id 


LI Jd .5 loo - Uo D — rl~l\l— 






JDliriO 1 A 






go / / OOOl 




BLAST score 


531 




E value 


3.0e-54 




Match length 






-s identity 






NCBI Description 


(ACuUoooo) Identical to DNA tor acyi carrier protein (Aurj 






gene az go Ao/oyy xrom a. rnanana. bbis go 1A14JZDZ, 






go T42821, go Noozzy, go N9/zo/ f go Flo4yi ana go AAU4(jyDo 


HO 




come from this gene. [Arabidopsis thaliana] 


y 


beq. no. 


1 A 1 1 P. 0 
14 / loZ 


HI 


Seq. ID 


LIB3168-086-P1-K1-C4 


4= , . 


Method 


BLASTX 




NCBI GI 


gzo y4oyy 


===: 


BLAST score 


1 o o 
loz 


[11 


E value 


z . Qe-13 




iYiaucn lengrn 


1ZO 


= 


% identity 


o o 

zo 




NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana] 




beq. jno. 


1 ATI Q^l 
14 / lo J 




oeq. ±u 


iilDJlOO UO D l 1 JM 




Method 


BLASTX 




NCBI GI 


g3047104 




BLAST score 


623 




E value 


5.0e-65 




Match length 


123 




% identity 


98 




NCBI Description 


(AF058919) No definition line found [Arabidopsis thaliana] 




Seq. No. 


147184 




Seq. ID 


LIB3168-086-P1-K1-C8 




Method 


BLASTX 




NCBI GI 


g2961346 




BLAST score 


271 




E value 


1.0e-23 




Match length 


121 




% identity 


50 




NCBI Description 


(AL022140) pectinesterase like protein [Arabidopsis 



thaliana] 



Seq. No. 147185 

18505 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 




BLASTX 

g2795809 

330 

8.0e-31 

79 

82 

(AC003674 



086-P1-K1-C9 



putative expansin [Arabidopsis thaliana] 



147186 

LIB3168-086-P1-K1-D1 

BLASTX 

gl!2741 

847 

3.0e-91 

160 

97 

2S SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 


147187 


Seq. ID 


LIB3168-086- 


Method 


BLASTX 


NCBI GI 


g2651296 


BLAST score 


633 


E value 


4.0e-66 


Match length 


152 


% identity 


81 


NCBI Description 


(AC002336) ] 


Seq. No. 


147188 


Seq. ID 


LIB3168-086 


Method 


BLASTX 


NCBI GI 


g4406780 


BLAST score 


632 


E value 


5.0e-66 


Match length 


154 


% identity 


82 


NCBI Description 


(AC006532) ] 




[Arabidopsi 


Seq. No. 


147189 


Seq. ID 


LIB3168-086 


Method 


BLASTN 


NCBI GI 


g3080430 


BLAST score 


466 


E value 


0.0e+00 


Match length 


513 


% identity 


98 


NCBI Description 


Arabidopsis 



-Dll 



-K1-D12 



putative multispanning membrane protein 



■P1-K1-D2 



(ESSAII project) 



18506 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147190 

LIB3168-086-P1-K1-D3 

BLASTN 

g2842474 

278 

1.0e-155 

325 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147191 

LIB3168-086-P1-K1-D5 

BLASTX 

g!12682 

455 

2.0e-45 

114 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147192 

LIB3168-086-P1-K1-D9 

BLASTX 

g2146741 

77 

3.0e-33 

98 

77 

isopentenyl-diphosphate Delta-isomerase (EC 5.3.3.2) - 
Arabidopsis thaliana >gi_1293565 (U49259) isopentenyl 
diphosphate :dimethylallyl diphosphate isomerase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147193 

LIB3168-086-P1-K1-E1 

BLASTN 

g4159709 

155 

7.0e-82 

251 

90 

Arabidopsis thaliana genomic DNA, 
MLN21, complete sequence 



chromosome 3, PI clone 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



147194 

LIB3168-086-P1-K1-E10 

BLASTX 

g4204298 

607 

3.0e-63 

150 

79 



18507 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

147195 

LIB3168-086-P1-K1-E11 

BLASTX 

g4204298 

288 

7.0e-26 

65 

88 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

147196 

LIB3168-086-P1-K1-E12 

BLASTX 

gl628583 

44 

4.0e-58 

144 

90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147197 

LIB3168-086-P1-K1-E2 

BLASTX 

g3273743 

536 

6.0e-55 

118 

89 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 

147198 

LIB3168-086-P1-K1-E3 

BLASTX 

g2160133 

150 

3.0e-10 

49 

67 

(AC000375) Strong similarity to Arabidopsis 
gb_X91953, F19K23. 3, F19K23. 15 . ESTs 

gb_T21984,gb_ATTS0219,gb_ATTS0207,gb_T21984 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



147199 

LIB3168-086-P1-K1- 

BLASTX 

gll2741 

753 

2.0e-80 



E4 



18508 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



141 
99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147200 

LIB3168-086-P1-K1-E5 

BLASTN 

g2760171 

193 

1.0e-104 

392 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MPA24, complete sequence [Arabidopsis thaliana] 

147201 

LIB3168-086-P1-K1-E6 
BLASTN 
g3449320 
381 

0.0e+00 
473 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRB17, complete sequence [Arabidopsis thaliana] 



PI clone: 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length' 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147202 

LIB3168-086-P1-K1-E7 

BLASTX 

gll2682 

594 

1.0e-61 

141 
84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147203 

LIB3168-086-P1-K1-E8 

BLASTX 

g2738248 

461 

1.0e-64 

154 

88 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 



18509 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147204 

LIB3168-086-P1-K1-E9 

BLASTN 

g987013 

204 

l.Oe-111 

300 
92 

A.thaliana mRNA for oleosin (isoform; 841 bp) 
>gi_987015_emb__Z54165_ATOLEOSN3 A.thaliana mRNA for oleosin 
(isoform; 841 bp) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147205 

LIB3168-086-P1-K1-F1 

BLASTN 

g4100568 

83 

3.0e-39 

95 
98 

Arabidopsis thaliana fatty acid desaturase/cytochrome b5 
fusion protein mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147206 

LIB3168-086-P1-K1-F10 

BLASTN 

g3063690 

218 

1.0e-119 

437 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4D11 
(ESSAII project) 



Seq. No. 


147207 


Seq. ID 


LIB3168-086-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4544419 


BLAST score 


598 


E value 


4.0e-62 


Match length 


148 


% identity 


82 


NCBI Description 


(AC006955) unknown protein [Arabidopsis thaliana] 


Seq. No. 


147208 


Seq. ID 


LIB3168-086-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4204298 


BLAST score 


582 


E value 


3.0e-60 


Match length 


152 


% identity 


77 


NCBI Description 


(AC003027) lcl_prt_seq No definition line found 




[Arabidopsis thaliana] 


Seq. No. 


147209 


Seq. ID 


LIB3168-086-P1-K1-F3 



18510 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll2743 

704 

1.0e-74 

148 
89 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

147210 

LIB3168-086-P1-K1-F4 

BLASTX 

gl628583 

549 

2.0e-56 

112 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147211 

LIB3168-086-P1-K1-F5 

BLASTX 

g2661422 

740 

1.0e-78 

144 

99 

(AJ001342) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] >gi_3096936_emb_CAA18846 . 1_ 
(AL023094) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] 



Seq. No. 


147212 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


g4006897 


BLAST score 


42 


E value 


8.0e-43 


Match length 


112 


% identity 


83 


NCBI Description 


(299708) 


Seq. No. 


147213 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


277 


E value 


1.0e-27 


Match length 


96 


% identity 


66 



-K1-F6 



globulin-like protein [Arabidopsis thaliana] 



18511 



NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147214 

LIB3168-086-P1-K1-F8 

BLASTX 

gll2741 

457 

9.0e-51 

101 

94 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147215 

LIB3168-086-P1-K1-E9 

BLASTX 

g!12682 

716 

5.0e-76 

145 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147216 

LIB3168-086-P1-K1-G11 

BLASTX 

g3660465 

471 

4.0e-47 

91 

99 

(AJ001753) Inositol 1, 3, 4-Trisphosphate 5/6 kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147217 

LIB3168-086-P1-K1-G12 

BLASTX 

gll2741 

885 

1.0e-95 

164 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855jpir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 



18512 



(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 


147218 


beq. -Li-' 


JjIdjIOO U DO fl M 


Mb tnod 


tJT T\ CPV 

BliAb i A 




gj J JDl / 1 


l5J_LfiO 1 scors 


D / J 


E value 


o • ue - / 1 


Match length 


1 -/I 


Q- t /H n 4~ n t t 

^ luenLity 






\ t\L UO / O JO / fcJiLLU-L yU upC ^ _L 1XL. piULClll J |_ jTli- CtJkJ -HJ. Dlo UllCt-LJ-CtllCtJ 


Seq. No. 


147219 


Seq. ID 


LIB3168-086-P1-K1-G3 


Method 




\TpT3 T 




BLAST score 


o c c 

zoo 


E value 


1 . Ue-14 1 


Match length 


471 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 




K1F13/ complete sequence [Arabidopsis thaliana] 


Seq. No. 


147220 


Seq. ID 


LIB3168-086-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g!12741 


BLAST score 


846 


E value 


4.0e-91 


Match length 


157 


% identity 


100 


NCBI Description 


2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 



PROTEIN) >gi__68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
.(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



147221 

LIB3168-086-P1-K1-G5 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147222 

LIB3168-086-P1-K1-G6 

BLASTX 

gl628583 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



622 

7.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147223 

LIB3168-086-P1-K1-G7 

BLASTX 

gl628583 

524 

2.0e-53 

120 

85 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147224 

LIB3168-086-P1-K1-G8 

BLASTN 

g3241916 

321 

0.0e+00 

469 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K15N18, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147225 

LIB3168-086-P1-K1-G9 

BLASTN 

g4006885 

324 

0.0e+00 

452 

98 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I AP2 contig 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147226 

LIB3168-086-P1-K1-H1 

BLASTX 

g3318611 

339 

1.0e-31 

66 

94 

(AB016063) mitochondrial phosphate transporter [Glycine 
max] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



147227 

LIB3168-086-P1-K1-H10 

BLASTN 

g4757414 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



467 
0.0e+00 
483 
99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone; 
MYF24, complete sequence 

147228 

LIB3168-086-P1-K1-H11 

BLASTX 

g4006914 

609 

1.0e-63 

119 

97 

(Z99708) serine C-palmitoyltransf erase like protein 
[Arabidopsis thaliana] 

147229 

LIB3168-086-P1-K1-H12 

BLASTX 

gll2741 

709 

4.0e-75 

163 

89 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147230 

LIB3168-086-P1-K1-H2 

BLASTX 

gll2682 

435 

3.0e-43 

99 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147231 

LIB3168-086-P1-K1-H3 

BLASTN 

g4220632 

131 

2.0e-67 

387 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 



18515 



K6M13, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147232 

LIB3168-086-P1-K1-H5 

BLASTX 

g2160191 

50 

1.0e-04 

75 
81 

(AC000132) Identical to A. 
[Arabidopsis thaliana] 



thaliana AtK-1 (gb_X7 927 9) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-086-P1-K1-H6 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147233 
LIB3168- 
BLASTX 
gll2741 
42 

1.0e-32 

94 
86 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147234 

LIB3168-086-P1-K1-H7 

BLASTX 

gll2741 

588 

6.0e-61 

130 
87 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147235 

LIB3168-086-P1-K1-H8 

BLASTX 

gll2741 

619 

3.0e-85 

160 

92 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb_CAA80868_ 



18516 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



147236 

LIB3168-087-P1-K1-A10 
BLASTX 
gll2741 
665 

5.0e-70 
142 
89 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855_pir 



3 PRECURSOR (2S ALBUMIN STORAGE 
NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi__166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147237 

LIB3168-087-P1-K1-A11 

BLASTX 

gll2741 

435 

3.0e-43 

98 

84 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147238 

LIB3168-087-P1-K1-A12 

BLASTX 

g3157947 

298 

5.0e-49 

131 

54 

(AC002131) Similar to protein gb_Z74962 from Brassica 
oleracea which is similar to bacterial YRN1 and HEAHIO 
proteins. ESTs gb_T21954, gb_T04283, gb_Z37609, gb_N37366, 
gb_R90704, gb_F15500 and gb_F14353 come from this gene. 

[Arabidopsis tha 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



147239 

LIB3168-087-P1-K1-A4 

BLASTX 

gll2682 

412 

1.0e-40 
94 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147240 

LIB3168-087-P1-K1-A5 

BLASTX 

g4038491 

155 

3.0e-10 

110 
33 

(AJ131705) poly (ADP-ribose) polymerase [Arabidopsis 
thaliana] 

147241 

LIB3168-087-P1-K1-A6 

BLASTX 

gll2741 

301 

2.0e-27 

56 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147242 

LIB3168-087-P1-K1-A7 

BLASTX 

gll2737 

460 

4.0e-46 

115 

77 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147243 

LIB3168-087-P1-K1-A9 

BLASTX 

g2129657 

465 

2.0e-46 

123 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

147244 

LIB3168-087-P1-K1-B1 

BLASTX 

g!628583 

527 

7.0e-54 

120 

84 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147245 

LIB3168-087-P1-K1-B10 

BLASTX 

gll2737 

714 

1.0e-75 

164 

83 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147246 

LIB3168-087-P1-K1-B11 

BLASTX 

gl628583 

325 

2.0e-30 

89 

72 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_ernb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147247 

LIB3168-087-P1-K1-B2 

BLASTX 

gl628583 

239 

3.0e-56 

128 

88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147248 

LIB3168-087-P1-K1-B3 

BLASTX 

gl628583 

249 

2.0e-21 

49 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147249 

LIB3168-087-P1-K1-B5 

BLASTX 

g99742 

373 

5.0e-36 

94 

79 

2-dehydro-3-deoxyphosphoheptonate aldolase 
- Arabidopsis thaliana 



(EC 4.1.2.15) 1 



147250 

LIB3168-087-P1-K1-B7 

BLASTX 

gll2681 

854 

4.0e-92 

172 

97 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147251 

LIB3168-087-P1-K1-B8 

BLASTX 

gl628583 

416 

6.0e-41 

113 

74 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



147252 

LIB3168-087-P1-K1-B9 

BLASTX 

gl628583 

474 

8.0e-48 
114 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147253 

LIB3168-087-P1-K1-C10 

BLASTX 

gll2737 

687 

1.0e-72 

146 

90 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147254 

LIB3168-087-P1-K1-C11 

BLASTX 

gl628583 

581 

5.0e-60 

120 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147255 

LIB3168-087-P1-K1-C4 

BLASTN 

g3600045 

180 

1.0e-96 

372 

94 

Arabidopsis thaliana BAC F2P3 
147256 

LIB3168-087-P1-K1-C5 

BLASTX 

g3859696 

190 

2.0e-14 

132 

33 

(AL033497) unknown hypothetical protein [Candida albicans] 
147257 

LIB3168-087-P1-K1-C6 

BLASTX 

gll2682 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



465 

9.0e-47 

109 
81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_einb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147258 

LIB3168-087-P1-K1-C7 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAAl6892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147259 

LIB3168-087-P1-K1-C8 

BLASTX 

g4455338 

687 

1.0e-72 

133 

100 

(AL035525) putative protein [Arabidopsis thaliana] 
147260 

LIB3168-087-P1-K1-C9 

BLASTX 

gll2681 

744 

3.0e-79 

141 i 
99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147261 

LIB3168-087-P1-K1-D1 

BLASTX 

gl628583 

358 

4.0e-34 

89 
79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18522 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147262 

LIB3168-087-P1-K1-D10 

BLASTX 

g3551247 

740 

9.0e-79 

155 

88 

(AB012703) 181 [Daucus carota] 
147263 

LIB3168-087-P1-K1-D11 

BLASTX 

gl628583 

644 

1.0e-67 

127 
96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147264 

LIB3168-087-P1-K1-D12 

BLASTX 

gl628583 

698 

6.0e-74 

140 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147265 

LIB3168-087-P1-K1-D2 

BLASTX 

gl628583 

678 

1.0e-71 

142 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147266 

LIB3168-087-P1-K1-D3 

BLASTX 

gl345973 

389 

9.0e-38 

92 

79 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 



18523 



1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004 680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147267 

LIB3168-087-P1-K1-D4 

BLASTX 

g4455300 

174 

2.0e-12 

39 

72 

(AL035528) putative pectate lyase All (fragment) 
[Arabidopsis thaliana] 



Seq. No. 


147268 


Seq. ID 


LIB31 68-08 7-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2832625 


BLAST score 


TOO 

523 


E value 


2 . Oe-53 


Match length 


116 


% identity 


84 


NCBI Description 


(AL021711) putative protein [Arabidopsis 


Seq. No. 


147269 


Seq. ID 


LIB3168-087-P1-K1-D6 


Method 


BLASTN 


NCBI GI 


gl2208 


BLAST score 


268 


E value 


1.0e-149 


Match length 


358 


% identity 


92 


NCBI Description 


Sinapis alba plastid tmQ and psbK genes 




proteiH of photosystem II 


Seq. No. 


147270 


Seq. ID 


LIB3168-087-P1-K1-D7 


Method 


BLASTN 


NCBI GI 


g3176694 


BLAST score 


415 


E value 


0.0e+00 


Match length 


415 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome I BAC Tl 




sequence, complete sequence [Arabidopsis 


Seq. No. 


147271 


Seq. ID 


LIB3168-087-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


491 


E value 


7.0e-50 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 
97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



147272 

LIB3168-087-P1-K1-D9 

BLASTN 

g4454022 

260 

1.0e-144 

375 
96 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F9D16 



147273 

LIB3168-087-P1-K1-E1 

BLASTX 

gll07501 

389 

1.0e-37 

96 

83 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594 / gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 


147274 


Seq. ID 


LIB3168-087-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3776005 


BLAST score 


484 


E value 


6.0e-49 


Match length 


110 


% identity 


86 


NCBI Description 


(AJ0104 66) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


147275 


Seq. ID 


LIB3168-087-P1-K1-E11 


Method 


BLASTN 


NCBI GI 


gl871173 


BLAST score 


242 


E value 


1.0e-133 


Match length 


349 


% identity 


93 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T06D20 genomic 




sequence, complete sequence 


Seq. No. 


147276 


Seq. ID 


LIB3168-087-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


497 


E value 


2.0e-50 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 
96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147277 

LIB3168-087-P1-K1-E2 

BLASTX 

gll2682 

645 

1.0e-84 

158 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147278 

LIB3168-087-P1-K1-E3 

BLASTX 

g!12682 

785 

5.0e-84 

176 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147279 

LIB3168-087-P1-K1-E5 

BLASTN 

g3510339 

262 

1.0e-145 

355 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K3K7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147280 

LIB3168-087-P1-K1-E7 

BLASTX 

g4204299 

521 

4.0e-53 

103 
98 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 



147281 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-087-P1-K1-E8 

BLASTX 

gll2739 

470 

4.0e-47 

133 

72 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi__395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147282 

LIB3168-087-P1-K1-E9 

BLASTX 

gl628583 

665 

4.0e-70 

127 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147283 

LIB3168-087-P1-K1-F1 

BLASTX 

g399091 

780 

2.0e-83 

175 

89 

PYROPHOSPHATE-ENERGIZED VACUOLAR MEMBRANE PROTON PUMP 
(PYROPHOSPHATE -ENERGIZED INORGANIC PYROPHOSPHATASE) 

(H+-PPASE) >gi__282878_pir A38230 inorganic pyrophosphatase 

(EC 3.6.1.1), H+-translocating pyrophosphate-energized - 

Arabidopsis thaliana >gi_166634 (M81892) vacuolar 

H+-phosphatase [Arabidopsis thaliana] 

147284 

LIB3168-087-P1-K1-F10 

BLASTX 

gll2681 

691 

4.0e-73 

134 

97 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb__CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 



147285 



18527 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-087-P1-K1-F11 

BLASTX 

gl628583 

621 

5.0e-65 

119 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147286 

LIB3168-087-P1-K1-F12 

BLASTX 

g2129657 

252 

9.0e-22 

81 

68 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147287 

LIB3168-087-P1-K1-F2 

BLASTN 

g4406776 

384 

0.0e+00 

489 

99 

Arabidopsis thaliana chromosome II BAC F14H20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


147288 


Seq. ID 


LIB3168-087-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3193331 


BLAST score 


177 


E value 


7.0e-13 


Match length 


45 


% identity 


67 


NCBI Description 


(AF069299) No definition 


Seq. No. 


147289 


Seq. ID 


LIB3168-087-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


615 


E value 


3.0e-64 


Match length 


132 


% identity 


89 


NCBI Description 


12S SEED STORAGE PROTEIN 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi 808937 emb CAA32494_ (X14313) 12S seed 



18528 



storage protein [Arabidopsis thaliana] 



Qprr No 


147290 


Seq. ID 


LIB3168-087-P1-K1-F5 


Method 


BLASTN 


vrpRT (IT 


rr^fi?1 7R0 


PT Z1QT opnro 


o / 


XL Vd.XU.fc2 


Ji Uc XX 




37 




1 nn 


M^PT Flnonr i 7-\-f- A r\r^ 

lnl-d± jJcscnpLion 


AcUUpUb IdcVio OUlNrl OXvJllc ^ / riO X 


cpa No 


147291 


C prr Tf) 
Ofc:^ • X Lf 


IllDJlUO UO / -C X 1\X £ U 


Method 


BLASTN 


NCBI GI 


g2264302 


Lj iirio jl otuic 


u u 


Tj 1 fy i 1 ii ft 


i np-1 

X * Uc 1DU 




JOJ 


^ iQentity 


QP 

.70 


M Til T a o -v* t >~> +• t rtin 

inl,j_»x uescnpLion 


rix aJ^XtlUpblo Ulla.XXd.Ilcl gtillUluXO JJ1N.M/ OI1X (JuLU o (JiUtS J 




L v xfioxz ^ compxeLe sequence LHrauiaopsib i_iia.xxa.iia. 


Qorr Kin 




Spa TD 


LIB3 168-0 87 -P1-K1-F7 

JJ1JJJ1UU v/ U / .L J- A\ _L J. r 


Method 


BLASTX 


NCBI GI 


gll71870 


BLAST score 


152 


E value 


9.0e-10 


Match length 


88 


% identity 


33 


NCBI Description 


NADH- UBIQUINONE OXIDOREDUCTASE 19 KD SUBUNIT ( 



PI clone: 



(COMPLEX 

I-19KD) (CI-19KD) (COMPLEX I-PGIV) (CI-PGIV) 

>gi_89670_pir S16208 NADH dehydrogenase (ubiquinone) (EC 

1.6.5.3) 19K chain - bovine >gi_599681_emb_CAA42218_ 
(X59697) 19 kDa subunit of NADH : ubiquinone oxidoreductase 
complex (complex I) [Bos taurus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147293 

LIB3168-087-P1-K1-F8 

BLASTN 

gl526412 

286 

1.0e-160 

330 

97 

Arabidopsis thaliana ATPK19 mRNA 
kinase homolog, complete cds 



for ribosomal-protein S6 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



147294 

LIB3168-087-P1-K1-F9 

BLASTX 

gll2741 

893 

1.0e-96 

164 

100 



18529 



NCBI Description 



# 



2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147295 

LIB3168-087-P1-K1-G10 

BLASTX 

gll5783 

561 

7.0e-58 

109 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147296 

LIB3168-087-P1-K1-G12 

BLASTN 

g3798730 

45 

3.0e-16 

73 

90 

Arabidopsis thaliana transgenic line C DNA 
147297 

LIB3168-087-P1-K1-G2 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147298 

LIB3168-087-P1-K1-G4 

BLASTN 

g4512656 

151 

3.0e-79 

357 

84 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 



147299 

LIB3168-087-P1-K1-G5 
BLASTX 



18530 



NCBI GI 


mm 

If 

gl628583 


BLAST score 


625 


E value 


2.0e-65 


Match length 


120 


% identity 


100 


NCBI Description 


(U66916) 



12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147300 

LIB3168-087-P1-K1-G6 

BLASTX 

gl32074 

607 

2.0e-63 

123 

93 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 


147301 


Seq. ID 


LIB3168-087-P1-K1-G7 


Method 


BLASTN 


NCBI GI 


g3046854 


BLAST score 


329 


E value 


0.0e+00 


Match length 


473 


% identity 


94 


NCBI Description 


Arabidopsis thaliana genomic 




MRG7, complete sequence [Aral 


Seq. No. 


147302 


Seq. ID 


LIB3168-087-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g!354272 


BLAST score 


671 


E value 


1.0e-70 


Match length 


143 


% identity 


86 


NCBI Description 


(U51036) aspartic proteinase 


Seq. No. 


147303 


Seq. ID 


LIB3168-087-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2507477 


BLAST score 


184 


E value 


2.0e-13 


Match length 


120 


% identity 


37 


NCBI Description 


TRANSALDOLASE A >gi 1788807 



DNA, chromosome 5, PI clone: 



[Arabidopsis thaliana] 



(AE000333) transaldolase A 
[Escherichia coli] >gi_1799888_dbj_BAA16339_ (D90875) 
similar to [PIR Accession Number S40535] [Escherichia coli] 
>gi_2337774_dbj_BAA21821_ (D13159) transaldolase 
[Escherichia coli] 



18531 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147304 

LIB3168-087-P1-K1-H1 

BLASTX 

g3894193 

431 

2.0e-42 

137 

59 

(AC005662) putative strictosidine synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147305 

LIB3168-087-P1-K1-H12 

BLASTN 

g3046853 

140 

4.0e-73 

148 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRA19, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147306 

LIB3168-087-P1-K1-H3 

BLASTX 

gll2739 

470 

4.0e-47 

131 

73 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711__emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

147307 

LIB3168-087-P1-K1-H4 

BLASTX 

gl31336 

247 

5.0e-21 

58 

86 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_72715_pir F2NT0P 

photosystem II phosphoprotein psbH - common tobacco 
chloroplast >gi_11857_emb_CAA77374_ (Z00044) PSII lOkD 
phosphoprotein [Nicotiana tabacum] 

>gi_225225_prf 1211235BG photosystem II lOkD 

phosphoprotein [Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



147308 

LIB3168-087-P1-K1-H6 

BLASTX 

g82051 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



368 

4.0e-35 

151 

50 

lipid body-associated membrane protein - carrot 
>gi_259453_bbs__117620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota^carrots, var Juwarot, Peptide, 
180 aa] [Daucus carota] 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147309 

LIB3168-087-P1-K1-H8 

BLASTX 

g633890 

450 

1.0e-44 

150 

62 

(S72926) glucose and ribitol dehydrogenase homolog [Hordeum 
vulgar e] 

147310 

LIB3168-087-P1-K1-H9 

BLASTX 

gl!2741 

653 

1.0e-68 

119 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855j?ir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

MethocT 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147311 

LIB3168-088-P1-K1-A1 

BLASTX 

gl628583 

605 

5.0e-63 

117 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147312 

LIB3168-088-P1-K1-A10 

BLASTX 

gl255951 

227 

7.0e-32 

103 

70 

(X96932) PS60 [Nicotiana tabacum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147313 

LIB3168-088-P1-K1-A12 

BLASTX 

gl336807 

265 

3.0e-23 

100 

56 

(S81193) CEN=GTP-binding protein homolog 
[Antirrhinum=snapdragons, Peptide, 181 aa] [Antirrhinum] 
>gi_1587482_prf 2206476A CEN gene [Antirrhinum sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147314 

LIB3168-088-P1-K1-A2 

BLASTX 

g3342249 

528 

4.0e-54 

106 

98 

(AF047719) 
(AF047720) 



GA3 [Arabidopsis thaliana] >gi_3342251 
GA3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. - ^ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147315 

LIB3168-088-P1-K1-A3 

BLASTX 

g82051 

331 

6.0e-31 

124 

53 

lipid body-associated membrane protein - carrot 
>gi_259453_bbs_117 620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota=carrots, var Juwarot, Peptide, 
180 aa] [Daucus carota] 

147316 

LIB3168-088-P1-K1-A4 

BLASTX 

gll2681 

597 

4.0e-62 

113 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRAl [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



147317 

LIB3168-088-P1-K1-A5 

BLASTX 

gll2682 

554 

5.0e-57 
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Match length 

% identity 

NCBI Description 



125 
86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



beg, wo . 


1 A 1 ^1 ft 


Seq. ID 


L1dj1Do-Uoo- rl-J\x — Ad 


Method 








*DT 7VQT 1 o r~* rsy~a 


4 90 

*i U 


Hj value 




Match length 


91 


% identity 


90 


NCBI Description 


(AC007127) unknown protein 


Seq. No. 


147319 


Seq. ID 


LIB3168-088-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


gl!2739 


BLAST score 


187 


E value 


2.0e-14 


Match length 


41 


% identity 


85 


NCBI Description 


2S SEED STORAGE PROTEIN 2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

147320 

LIB3168-088-P1-K1-A8 

BLASTX 

g4539301 

120 

1.0e-12 

66 

56 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 

147321 

LIB3168-088-P1-K1-A9 

BLASTX 

gll2682 

628 

8.0e-66 

121 
98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb__CAA324 94_ (X14313) 12S seed 



18535 



storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147322 

LIB3168-088-P1-K1-B1 

BLASTX 

gll2741 

686 

2.0e-72 

127 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147323 

LIB3168-088-P1-K1-B10 

BLASTX 

gll2682 

618 

1.0e-64 

131 
91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147324 

LIB3168-088-P1-K1-B11 

BLASTX 

gll2737 

426 

4.0e-42 

121 

71 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147325 

LIB3168-088-P1-K1-B12 

BLASTX 

g3241945 

144 

5.0e-09 

65 

43 

(AC004625) unknown protein [Arabidopsis thaliana] 



18536 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147326 

LIB3168-088-P1-K1-B2 

BLASTX 

g3335169 

736 

2.0e-78 

136 

100 

(AF067857) embryo- specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_erab_CAB36520. 1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 

147327 

LIB3168-088-P1-K1-B3 

BLASTX 

g548847 

253 

9.0e-22 

51 
98 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 

>gi_1086182_pir S39501 ribosomal protein S12 - 

curled-leaved tobacco >gi_225248_prf 1211235CG ribosomal 

protein S12 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147328 

LIB3168-088-P1-K1-B4 

BLASTN 

g3241922 

137 

2.0e-71 

168 
96 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MLM24, complete sequence [Arabidopsis thaliana] 



Pi clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147329 

LIB3168-088-P1-K1-B5 

BLASTX 

gl!2682 

556 

3.0e-57 

131 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb__CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



147330 

LIB3168-088-P1-K1-B6 

BLASTX 

gll2739 

301 

1.0e-27 
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Match length 

% identity 

NCBI Description 



102 
62 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147331 

LIB3168-088-P1-K1-B7 

BLASTX 

gll72676 

384 

2.0e-37 

80 

93 

PHOTOSYSTEM II 4 4 KD REACTION CENTRE PROTEIN {P6 PROTEIN) 
(CP43) >gi_1262709_dbj_BAA04424.1_ (D17510) PSII 44kDa 
protein [Pinus thunbergii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147332 

LIB3168-088-P1-K1-B9 

BLASTX 

gll2682 

522 

2.0e-53 

104 

95 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32 4 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


147333 


Seq. ID 


LIB3168-088-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3808062 


BLAST score 


175 


E value 


1.0e-12 


Match length 


73 


% identity 


44 


NCBI Description 


(AB019195) PV100 [Cucurbita maxima] 


Seq. No. 


147334 


Seq. ID 


LIB3168-088-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


g2656026 


BLAST score 


258 


E value 


1.0e-143 


Match length 


325 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MDF20 



5, PI clone: 



18538 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147335 

LIB3168-088-P1-K1-C11 

BLASTX 

g2129657 

335 

2.0e-31 

97 

74 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147336 

LIB3168-088-P1-K1-C2 

BLASTX 

g2444271 

561 

7.0e-58 

123 

85 

(AF019637) putative amino acid or GABA permease 
[Arabidopsis thaliana] 

147337 

LIB3168-088-P1-K1-C4 

BLASTX 

gl!2737 

533 

1.0e-54 

130 

79 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147338 

LIB3168-088-P1-K1-C5 

BLASTX 

gl628583 

718 

3.0e-76 

136 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



147339 

LIB3168-088-P1-K1-C6 

BLASTN 

g4468103 

240 



18539 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-132 

417 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone M3E9 
(ESSA project) 

147340 

LIB3168-088-P1-K1-C7 

BLASTN 

g3128139 

392 

0.0e+00 

396 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIK19, complete sequence [Arabidopsis thaliana] 

147341 

LIB3168-088-P1-K1-C8 

BLASTX 

g!12681 

510 

6.0e-52 

134 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936__emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147342 

LIB3168-088-P1-K1-E10 

BLASTX 

gll2682 

523 

1.0e-53 

112 
88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147343 

LIB3168-088-P1-K1-E11 

BLASTX 

gll2682 

54 

2.0e-38 

89 
93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 



18540 



storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147344 

LIB3168-088-P1-K1-E12 

BLASTN 

g3108248 

54 

1.0e-21 

111 

87 

Gossypium barbadense clone pXP027 repetitive DNA sequence 
147345 

LIB3168-088-P1-K1-E5 

BLASTX 

g!12739 

468 

5.0e-47 

131 

73 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147346 

LIB3168-088-P1-K1-E6 

BLASTX 

g3929649 

237 

4.0e-20 

62 

76 

(AJ131205) mitochondrial NAD-dependent malate dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147347 

LIB3168-088-P1-K1-E7 

BLASTN 

g3449314 

307 

1.0e-172 

370 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K22F20, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



147348 

LIB3168-088-P1-K1-E8 

BLASTN 

g2864607 

331 

0.0e+00 
358 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 

147349 

LIB3168-088-P1-K1-E9 

BLASTN 

g2138315 

289 

1.0e-161 

383 
99 

Arabidopsis thaliana root hair defective 3 (RHD3) gene, 
complete cds 

147350 

LIB3168-088-P1-K1-F1 

BLASTX 

gll2681 

521 

3.0e-53 

108 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147351 

LIB3168-088-P1-K1-F10 

BLASTN 

g2459406 

120 

4.0e-61 

212 
92 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

147352 

LIB3168-088-P1-K1-F11 

BLASTX 

g4204298 

277 

4.0e-25 

73 
73 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

147353 

LIB3168-088-P1-K1-F12 

BLASTX 

gll2682 

592 

1.0e-61 



18542 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



125 
89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147354 

LIB3168-088-P1-K1-F2 

BLASTX 

gll2739 

432 

9.0e-43 

124 

70 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871__ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845,l_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

147355 

LIB3168-088-P1-K1-F3 

BLASTX 

gl628583 

356 

8.0e-34 

69 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147356 

LIB3168-088-P1-K1-F5 

BLASTX 

gll2681 

276 

1.0e-24 

72 

75 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147357 

LIB3168-088-P1-K1-F6 

BLASTX s 

gll2682 

572 

3.0e-59 
119 



18543 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147358 

LIB3168-088-P1-K1-F7 

BLASTN 

g2760172 

402 

0.0e+00 

406 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUB3, complete sequence [Arabidopsis thaliana] 

147359 

LIB3168-088-P1-K1-F8 

BLASTN 

g4455229 

371 

0.0e+00 

375 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F13M23 
(ESSAII project) 

147360 

LIB3168-088-P1-K1-F9 

BLASTX 

g4204299 

674 

4.0e-71 

129 
99 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

147361 

LIB3168-088-P1-K1-G1 

BLASTX 

g2335094 

232 

3.0e-25 

63 

98 

(AC002339) putative polygalacturonase [Arabidopsis 
thaliana] 

147362 

LIB3168-088-P1-K1-G10 

BLASTX 

gl!2682 

591 

2.0e-61 



18544 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

137 
82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147363 

LIB3168-088-P1-K1-G11 

BLASTX 

g2494896 

242 

4.0e-21 

54 
81 

EUKARYOTIC TRANSLATION INITIATION FACTOR 3 DELTA SUBUNIT 
{EIF-3 DELTA) (EIF3 P36) (TGF-BETA RECEPTOR INTERACTING 

PROTEIN 1) (TRIP-1) >gi_2129749_pir S60256 TGF-beta 

receptor interacting protein 1 homolog - Arabidopsis 
thaliana >gi_1036803 (U36765) TGF-beta receptor interacting 
protein 1 homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147364 

LIB3168-088-P1-K1-G12 

BLASTX 

gl628583 

668 

2.0e-70 

132 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



147365 

LIB3168-088-P1-K1-G3 

BLASTX 

gll2741 

695 

1.0e-73 

129 
100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147366 

LIB3168-088-P1-K1-G5 

BLASTX 

gl628583 

646 

7.0e-68 



18545 



Match length 

% identity 

NCBI Description 



126 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147367 

LIB3168-088-P1-K1-G6 

BLASTN 

g2264320 

214 

1.0e-117 

377 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXI10, complete sequence [Arabidopsis thaliana] 



PI clone: 



147368 

LIB3168-088-P1-K1-G7 

BLASTN * 

g4557061 

328 

0.0e+00 

400 

96 

Arabidopsis thaliana chromosome II BAC F23M2 genomic 
-sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147369 

LIB3168-088-P1-K1-G9 

BLASTN 

g4455229 

170 

1.0e-90 

256 
100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F13M23 



147370 

LIB3168-088-P1-K1-H1 

BLASTX 

g!628583 

610 

1.0e-63 

120 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



147371 

LIB3168-088-P1-K1-H10 

BLASTX 

gl628583 

73 

6.0e-45 



18546 



Match length 

% identity 

NCBI Description 



101 
94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


147372 


Seq. ID 


LIB31 68-08 8-P1-K1-H2 


Method 


BLASTN 


NCBI GI 


g2618600 


BLAST score 


342 


E value 


0.0e+00 


Match length 


374 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MDC12, complete sequence [Arabidopsis thaliana] 


Seq. No. 


147373 


Seq. ID 


LIB3168-088-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g3044212 


BLAST score 


580 


E value 


4.0e-60 


Match length 


134 


% identity 


87 


NCBI Description 


(AF057043) acyl-CoA oxidase [Arabidopsis thaliana] 


Seq. No. 


147374 


Seq. ID 


LIB3168-088-P1-K1-H5 


Method 


BLASTN 


NCBI GI 


g 4544435 


BLAST score 


252 


E value 


1.0e-140 


Match length 


252 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F14M13 genomic 




sequence, complete sequence 


Seq. No. 


147375 


Seq. ID 


LIB3168-088-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


575 


E value 


2.0e-59 


Match length 


114 



% identity 

NCBI Description 



100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936__emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



147376 

LIB3168-089-P1-K1-A1 

BLASTX 

gll2681 

199 



18547 



E value 
Match length 
% identity 
NCBI Description 



5.0e-16 

45 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147377 

LIB3168-089-P1-K1-A10 

BLASTX 

gll2741 

597 

4.0e-62 

133 

84 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi_68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb__CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147378 

LIB3168-089-P1-K1-A11 

BLASTX 

gll2741 

648 

4.0e-68 

121 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147379 

LIB3168-089-P1-K1-A2 

BLASTX 

g4204299 

568 

1.0e-58 

115 

96 

(AC003027) lcl_prt__seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



147380 

LIB3168- 

BLASTX 

gll2743 

739 



089-P1-K1-A3 



18548 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-78 

148 
93 

2S SEED * STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869__ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1__ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 



147381 

LIB3168-089-P1-K1-A4 

BLASTN 

g4558586 

161 

1.0e-85 

193 
96 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T5I8 sequence, 



147382 

LIB3168-089-P1-K1-A5 

BLASTX 

g2832629 

190 

2.0e-14 

125 

38 

(AL021711) 4-coumarate-CoA ligase - like [Arabidopsis 
thaliana] 

147383 

LIB3168-089-P1-K1-A6 

BLASTX 

gll2681 

623 

4.0e-65 

143 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb__CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147384 

LIB3168-089-P1-K1-A7 

BLASTX 

gll2741 

175 

4.0e-13 

67 

57 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi__68855_pir_NWMU3 2S albumin 3 precursor - 



18549 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Descript 



ion 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb_CAA808 68__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147385 

LIB3168-089-P1-K1-A8 

BLASTX 

gll2741 

613 

6.0e-64 

122 

93 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147386 

LIB3168-089-P1-K1-A9 

BLASTX 

g!628583 

545 

6.0e-56 

112 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147387 

LIB3168-089-P1-K1-B10 

BLASTX 

g!12681 

523 

2.0e-53 

131 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1 604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147388 

LIB3168-089-P1-K1-B11 

BLASTX 

gl628583 

636 

1.0e-66 

127 
96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



18550 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147389 

LIB3168-089-P1-K1-B2 

BLASTX 

gl628583 

755 

1.0e-80 

153 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147390 

LIB3168-089-P1-K1-B3 

BLASTX 

g!628583 

95 

1.0e-57 

148 

77 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147391 

LIB3168-089-P1-K1-B4 

BLASTX 

g2129773 

554 

5.0e-57 

106 

97 

xyloglucan endotransglycosylase-related protein XTR3 - 
Arabidopsis thaliana (fragment) >gi_1244752 (U43485) 
xyloglucan endotransglycosylase-related protein 
[Arabidopsis thaliana] 

147392 

LIB3168-089-P1-K1-B5 

BLASTX 

gl628583 

555 

4.0e-57 

143 

76 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



147393 

LIB3168-089-P1-K1-B6 

BLASTX 

gl628583 

672 



18551 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-71 

141 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147394 

LIB3168-089-P1-K1-B7 

BLASTX 

gll2682 

607 

3.0e-63 

148 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147395 

LIB3168-089-P1-K1-B8 

BLASTX 

gl!2682 

615 

4.0e-64 

148 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir SO 8 5 10 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_eirtb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147396 

LIB3168-089-P1-K1-B9 

BLASTX 

gl628583 

604 

7.0e-63 

120 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147397 

LIB3168-089-P1-K1-C1 

BLASTX 

g!628583 

478 

4.0e-48 

106 

89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 



18552 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147398 

LIB3168-089-P1-K1-C10 

BLASTX 

g!12682 

527 

7.0e-59 

146 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147399 

LIB3168-089-P1-K1-C11 

BLASTX 

g!12682 

556 

3.0e-57 

116 

90 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147400 

LIB3168-089-P1-K1-C2 

BLASTX 

gl628583 

69 

2.0e-52 

108 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147401 

LIB3168-089-P1-K1-C3 

BLASTX 

gll2681 

518 

9.0e-53 

139 

76 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi__808936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 



147402 



18553 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-089-P1-K1-C4 

BLASTX 

g4689386 

342 

4.0e-32 

77 

83 

(AF139468) photosystem I reaction center subunit III [Vigna 
radiata] 

147403 

LIB3168-089-P1-K1-C5 

BLASTX 

gll2681 

593 

1.0e-61 

114 

96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936Jemb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147404 

LIB3168-089-P1-K1-C6 

BLASTX 

gl628583 

609 

2.0e-63 

120 
97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147405 

LIB3168-089-P1-K1-C8 

BLASTX 

gl628583 

176 

2.0e-26 

124 

60 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147406 

LIB3168-089-P1-K1-C9 

BLASTX 

gl628583 

401 

5.0e-39 

89 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



18554 



thaliana] >gi_2842495_emb_CAA168 92_ (AL02L749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147407 

LIB3168-089-P1-K1-D11 

BLASTX 

gll2682 

630 

6.0e-66 

139 
8 8 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi 166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147408 

LIB3168-089-P1-K1-D12 

BLASTX 

gl628583 

499 

1.0e-50 

120 

81 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147409 

LIB3168-089-P1-K1-D2 

BLASTX 

g!628583 

496 

3.0e-50 

131 

76 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147410 

LIB3168-089-P1-K1-D3 

BLASTX 

g2129657 

445 

3.0e-44 

125 
74 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878__ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



147411 

LIB3168-089-P1-K1-D6 
BLASTX 



18555 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll2739 
414 

1.0e-40 

138 
62 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi_68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

147412 

LIB3168-089-P1-K1-D8 

BLASTX 

g!628583 

562 

6.0e-58 

111 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



147413 

LIB3168-089-P1-K1-E10 

BLASTX 

gl628583 

613 

6.0e-64 

127 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147414 

LIB3168-089-P1-K1-E12 

BLASTX 

gl628583 

602 

1.0e-62 

120 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147415 

LIB3168-089-P1-K1-E2 

BLASTN 

gl279569 

86 

2.0e-40 

260 

88 



18556 



NCBI Description Nicotiana acuminata chloroplast JLA region, l-1028bp 



Seq. No. 147416 

Seq. ID LIB3168-089-P1-K1-E3 

Method BLASTX 

NCBI GI gl628583 

BLAST score 387 

E value 2.0e-37 

Match length 86 

% identity 90 

NCBI Description (U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 147417 

Seq. ID LIB3168-089-P1-K1-E4 

Method BLASTX 

NCBI GI g!628583 

BLAST score 568 

E value 1.0e-58 

Match length 120 

% identity 91 t 

NCBI Description (U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147418 

LIB3168-089-P1-K1-E5 

BLASTN 

g2494106 

99 

2.0e-48 

166 

90 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147419 

LIB3168-089-P1-K1-E6 

BLASTX 

gl628583 

408 

7.0e-40 

109 

74 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 147420 

Seq. ID LIB3168-089-P1-K1-E7 

Method BLASTX 

NCBI GI gl526424 

BLAST score 350 

E value 3.0e-33 

Match length 110 

% identity 68 



18557 



NCBI Description (D64140) LEA protein in group 3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147421 

LIB3168-089-Pl-Kl^E8* 

BLASTX 

g2129577 

408 

4.0e-40 

81 

98 

DnaJ homolog protein - Arabidopsis thaliana >gi_727357 
(U22340) DnaJ hgmolog [Arabidopsis thaliana] 

147422 

LIB3168-089-P1-K1-E9 

BLASTX 

gll2743 

48 

3.0e-23 

117 

54 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68856_pir NWMU4 2S albumin 4 precursor - 

Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

147423 

LIB3168-089-P1-K1-F10 

BLASTX 

gll2681 

92 

3.0e-51 

131 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147424 

LIB3168-089-P1-K1-F11 

BLASTX 

gll2681 

469 

4.0e-47 

121 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



18558 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147425 

LIB3168-089-P1-K1-F12 

BLASTX 

gl628583 

618 

2.0e-64 

120 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147426 

LIB3168-089-P1-K1-F2 

BLASTN 

g2924729 

307 

1.0e-172 

407 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNA5, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



147427 

LIB3168-089-P1-K1-F3 

BLASTN 

g4006815 

286 

1.0e-160 

364 

95 

Arabidopsis thaliana chromosome II BAC T6P5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

147428 

LIB3168-089-P1-K1-F4 

BLASTX 

g!12737 

623 

5.0e-65 

154 

78 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147429 

LIB3168-089-P1-K1-F5 

BLASTX 

gl!2681 

573 

3.0e-59 
115 



18559 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi 166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147430 

LIB3168-089-P1-K1-F6 

BLASTX 

gll2681 

636 

1.0e-66 

126 

95 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir SO8509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi 166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147431 

LIB3168-089-P1-K1-F7 

BLASTX 

gll07501 

182 

2.0e-13 

94 

47 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

147432 

LIB3168-089-P1-K1-F8 

BLASTX 

g21106 

265 

4.0e-23 

105 

50 

(X59802) cruciferin [Raphanus sativus] 
147433 

LIB3168-089-P1-K1-F9 

BLASTX 

gll2741 

677 

2.0e-71 

137 

91 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 



18560 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi 4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147434 

LIB3168-089-P1-K1-G1 

BLASTX 

gl628583 

267 

2.0e-23 

75 
79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein r ^-- t -- : ~ , ~~ 1 - - 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147435 

LIB3168-089-P1-K1-G10 

BLASTX 

gl361983 

621 

7.0e~65 * 

123 

98 

ARP protein - Arabidopsis thaliana >gi_886434_emb_CAA8 9858_ 
(Z49776) ARP protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147436 

LIB3168-089-P1-K1-G11 

BLASTN 

g4512656 

161 

3.0e-85 

426 

89 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

147437 

LIB3168-089-P1-K1-G12 

BLASTX 

gl628583 

80 

7.0e-39 

98 

82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



147438 

LIB3168-089-P1-K1-G2 

BLASTX 

g21114 

131 

1.0e-19 

66 

72 



18561 



NCBI Description (X59806) cruciferin [Raphanus sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147439 

LIB3168-089-P1-K1-G3 

BLASTX 

gl628583 

350 

4.0e-33 

89 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147440 

LIB3168-089-P1-K1-G6 

BLASTN 

g4567259 

317 

1.0e-178 

389 
95 

Arabidopsis thaliana chromosome II BAC F3K23 genomic 
sequence, complete sequence 

147441 

LIB3168-089-P1-K1-G7 

BLASTX 

g!12681 

720 

2.0e-76 

148 

96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi 166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147442 

LIB3168-089-P1-K1-G8 

BLASTX 

gl628583 

55 

6.0e-52 

113 

96 - . 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



147443 

LIB3168-089-P1-K1-H10 

BLASTN 

g3859610 

144 

2.0e-75 



18562 



Match length 192 
% identity 94 
NCBI Description Arabidopsis thaliana BAC T9E19 




147444 

LIB3168-089-P1-K1-H11 

BLASTX 
gll2741 
584 

1.0e-60 

113 
95 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

Seq. No. 147445 

Seq. ID LIB3168-089-P1-K1-H12 

Method BLASTX 

NCBI GI g3935151 

BLAST score 712 

E value 2.0e-75 

Match length 133 

% identity 98 

NCBI Description (AC005106) T25N20.15 [Arabidopsis thaliana] 

Seq. No. 147446 

Seq. ID LIB3168-089-P1-K1-H2 

Method BLASTX 

NCBI GI g2129641 

BLAST score 600 

E value 2.0e-62 

Match length 110 

% identity 99 

NCBI Description major latex protein type 1 - Arabidopsis thaliana 

>gi_1107493_emb_CAA63026_ (X91960) major latex protein 
typel [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147447 

LIB3168-08 9-P1-K1-H3 

BLASTX 

gll2682 

603 

1.0e-62 

147 

79 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana ^ 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 147448 

18563 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-089-P1-K1-H4 

BLASTN 

g3449314 

334 

0.0e+00 

414 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
K22F20, complete sequence [Arabidopsis thaliana] 



clone : 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147449 

LIB3168-089-P1-K1-H5 

BLASTX 

g2134962 

376 

4.0e-36 

129 

55 

cyclophilin-like protein CyP-60 - human >gi_1199598 
(U37219) cyclophilin-like protein CyP-60 [Homo sapiens] 

>gi_1587642_prf 2207180A cyclophilin: IS0TYPE=CyP-60 [Homo 

sapiens] 

147450 

LIB3168-089-P1-K1-H6 

BLASTX 

g2781394 

496 

3.0e-50 

107 

95 

(U70424) O-methyltransferase 1 [Arabidopsis thaliana] 
147451 

LIB3168-089-P1-K1-H7 

BLASTX 

gl!2682 

542 

3.0e-58 

128 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir SO8510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi 166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147452 

LIB3168-089-P1-K1-H8 

BLASTX 

gl!2739 

300 

2.0e-27 

102 

63 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 



18564 



Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 




Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147453 

LIB3168-08 9-P1-K1-H9 

BLASTX 

g3335169 

684 

2.0e-73 

147 

89 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 

147454 

LIB3168-090-P1-K1-A1 

BLASTX 

g3929364 

701 

3.0e-74 

137 

99 

NADH- UBIQUINONE OXIDOREDUCTASE 23 KD SUBUNIT PRECURSOR 
(COMPLEX I-23KD) (CI-23KD) >gi_1076356_pir S52380 NADH 

dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 

>gi_666977_emb_CAA59061_ (X84318) NADH dehydrogenase 
[Arabidopsis thaliana] >gi_3152573 (AC002986) Match to 

NADH: ubiquinone oxidoreductase gb_X84318 from A. thaliana. 

ESTs gb_Z27005, gb_T04711 / gb_T45078 and gb_Z28689 come 

from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147455 

LIB3168-090-P1-K1-A11 

BLASTN 

gl66609 

113 

6.0e-57 

226 

86 

A. thaliana at2Sl gene encoding albumin 2S subunit 1, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147456 

LIB3168-090-P1-K1-A2 

BLASTN 

g3869073 

258 

1.0e-143 

383 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKN22, complete sequence [Arabidopsis thaliana] 



18565 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147457 

LIB3168-090-P1-K1-A3 

BLASTN 

g4335711 

90 

4.0e-43 

256 

82 

Arabidopsis thaliana chromosome II BAC F9013 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

147458 

LIB3168-090-P1-K1-A4 

BLASTX 

gl628583 

45 

2.0e-57 

120 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147459 

LIB3168-090-P1-K1-A5 

BLASTX 

gll2737 

457 

9.0e-46 

98 

88 

2S SEED STORAGE PROTEIN 1 PRECURSOR (23 ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb__CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147460 

LIB3168-090-P1-K1-A8 

BLASTX 

gll2681 

596 

6.0e-62 

124 

96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



147461 

LIB3168-090-P1-K1-A9 

BLASTX 

g3757514 



18566 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



641 

3.0e-67 

123 

99 

(AC005167) putative plasma membrane intrinsic protein 
[Arabidopsis thaliana] 

>gi_4581129_gb_AAD24619.1_AC005825_26 (AC005825) putative 
plasma membrane intrinsic protein [Arabidopsis thaliana] 

147462 

LIB3168-090-P1-K1-B11 

BLASTN 

gl6131 

35 

2.0e-10 
146 
84 

Arabidopsis thaliana genes for 5. 
18S rRNA fragment 



8S rRNA and 25S rRNA with 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147463 

LIB3168-090-P1-K1-B12 

BLASTX 

g82214 

423 

1.0e-41 

129 

78 

hypothetical protein 350 - common tobacco chloroplast 
>gi_4388761_emb_CAA77394_ (Z00044) hypothetical protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147464 

LIB3168-090-P1-K1-B6 

BLASTX 

gll4335 

665 

5.0e-70 

141 

94 

PLASMA MEMBRANE AT PAS E 2 (PROTON PUMP) 

>gi_67973_pir PXMUP2 H+-transporting ATPase (EC 3, 

type 2, plasma membrane - Arabidopsis thaliana >gi_ 
(J05570) H+- ATPase [Arabidopsis thaliana] 



6.1.35) 

166629 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



147465 

LIB3168-090-P1-K1-B7 

BLASTN 

g2924257 

59 

2*0e-24 

83 

93 

Tobacco chloroplast genome DNA 
147466 

LIB3168-090-P1-K1-B8 



18567 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll69598 

475 

7.0e-75 

142 

94 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 

147467 

LIB3168-090-P1-K1-C1 

BLASTX 

gl628583 

611 

1.0e-63 

120 
98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147468 

LIB3168-090-P1-K1-C11 

BLASTX 

gl628583 

403 

1.0e-39 

89 

88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147469 

LIB3168-090-P1-K1-C12 

BLASTN 

gl6231 

49 

1.0e-18 

133 

83 

Arabidopsis CRA1 gene for 12S seed storage protein 
>gi_166675_gb_M37247_ATHCRAlAA A. thaliana 12S storage 
protein CRA1 gene, exons 1-4 

147470 

LIB3168-090-P1-K1-C2 

BLASTX 

g3176874 

623 

4.0e-65 

121 

99 

(AF065639) cucumi sin- like serine protease [Arabidopsis 
thaliana] 



18568 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147471 

LIB3168-090-P1-K1-C3 

BLASTX 

gll2681 

560 

9.0e-58 

131 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRAl' [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147472 

LIB3168-090-P1-K1- 

BLASTX 

g2129659 

45 

7.0e-39 

109 

83 

oleosin, 
(L40954) 



■C4 



isoform 21K - Arabidopsis thaliana >gi_725260 
oleosin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147473 

LIB3168-090-P1-K1-C5 

BLASTX 

g2583125 

46 

1.0e-26 

126 

56 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147474 

LIB3168-090-P1-K1-C8 

BLASTN 

g2264311 

43 

3.0e-15 

100 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLN1, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147475 

LIB3168-090-P1-KI-C9 

BLASTN 

g2842474 

71 

7.0e-32 

193 

85 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F20O9 



18569 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147476 

LIB3168-090-P1-K1-D1 

BLASTX 

gl!2739 

469 

5.0e-47 

131 

73 

2S SEED STORAGE PROTEIN 2 • PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871__ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147477 

LIB3168-090-P1-K1-D11 

BLASTX 

g2129657 

387 

1.0e-37 

113 

73 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878__ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 


147478 


Seq. ID 


LIB3168-090-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3924598 


BLAST score 


213 


E value 


1.0e-17 


Match length 


41 


% identity 


98 


NCBI Description 


(AF069442) putative oxidoreductase [Arabidop 


Seq. No. 


147479 


Seq. ID 


LIB3168-090-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


607 


E value 


3.0e-63 


Match length 


127 


% identity 


92 


NCBI Description 


(U66916) 12S cruciferin seed storage protein 



[Arabidopsis 

thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



147480 

LIB3168-090-P1-K1-D5 

BLASTN 

g2828184 

187 



18570 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-101 

383 

70 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSN 9, complete sequence [Arabidopsis thaliana] 

147481 

LIB3168-090-P1-K1-D6 

BLASTX 

gl628583 

441 

6.0e-44 

98 

88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147482 * 

LIB3168-090-P1-K1-D7 

BLASTX 

g3024434 

483 

1.0e-48 

117 

85 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_2564337_dbj_BAA22951_ 
(D88663) Tat binding protein 1 [Brassica rapa] 

147483 

LIB3168-090-P1-K1-D8 

BLASTN 

g2842474 

61 

1.0e-25 

184 

65 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

147484 

LIB3168-090-P1-K1-D9 

BLASTX 

gl345973 

728 

2.0e-77 

139 

95 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 



18571 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



desaturase [Arabidopsis thaliana] 
147485 

LIB3168-090-P1-K1-E11 

BLASTN 

g4512690 

111 

2.0e-55 

401 

95 

Arabidopsis thaliana chromosome II BAG F11A3 genomic 
sequence, complete sequence 

147486 

LIB3168-090-P1-K1-E3 

BLASTX 

gll2741 

574 

2.0e-59 

107 

98 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb__CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147487 

LIB3168-090-P1-K1-E5 

BLASTX 

g4204298 

470 

3.0e-47 

119 

81 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



147488 

LIB3168-090-P1-K1-E6 

BLASTN 

g2924652 

163 

2.0e-86 

345 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K9L2, complete sequence [Arabidopsis thaliana] 

147489 

LIB3168-090-P1-K1-E7 

BLASTX 

g2506938 

527 

7.0e-54 



TAC clone: 



18572 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 

122 
84 

NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 4, CHLOROPLAST 
147490 

LIB3168-090-P1-K1-E8 

BLASTN 

g2570187 

35 

1.0e-10 

93 
88 

Arabidopsis thaliana DNA for alcohol dehydrogenase, 
complete cds >gi_2570191_dbj_D63462_D63462 Arabidopsis 
thaliana DNA for alcohol dehydrogenase , complete cds 

147491 

LIB3168-090-P1-K1-E9 

BLASTX . 

gll2737 

573 

3.0e-59 

122 

89 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA8087 0_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb__CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147492 

LIB3168-090-P1-K1-F1 

BLASTX 

gll2681 

348 

7.0e-33 

113 

68 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147493 

LIB3168-090-P1-K1-F11 

BLASTN 

g2264367 

219 

1.0e-120 

370 

95 

Arabidopsis thaliana BAC F6P23 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 



18573 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147494 

LIB3168-090-P1-K1-F3 

BLASTN 

g2618683 

180 

1.0e-96 

421 
97 

Arabidopsis thaliana chromosome II BAC T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

147495 

LIB3168-090-P1-K1-F5 

BLASTX 

gl628583 

407 

5.0e-40 

80 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147496 

LIB3168-090-P1-K1-F6 

BLASTX 

gl628583 

595 

7.0e-62 

120 
94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147497 

LIB3168-090-P1-K1-F8 

BLASTX 

g2997591 

159 

1.0e-10 

82 
51 

(AF020814) 
precursor 



glucose-6-phosphate/phosphate-translocator 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147498 

LIB3168-090-P1-K1-F9 

BLASTX 

gll2681 

497 

2.0e-50 

99 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 



18574 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147499 

LIB3168-090-P1-K1-G1 

BLASTX 

gll4335 

473 

2.0e-47 

126 

74 

PLASMA MEMBRANE AT PAS E 2 (PROTON PUMP) 

>gi_67973_pir PXMUP2 H+-transporting ATPase (EC 3.6.1.35) 

type 2, plasma membrane - Arabidopsis thaliana >gi_166629 
(J05570) H+ -ATPase [Arabidopsis thaliana] 

147500 

LIB3168-090-P1-K1-G2 

BLASTX 

gl336804 

206 

3.0e-16 

46 

91 

vacuolar H(+) -ATPase subunit B [Mesembryanthemum 
crystallinum, leaf, Peptide Partial, 170 aa] 

147501 

LIB3168-090-P1-K1-G3 

BLASTX 

g2160146 

430 

2.0e-42 

127 

69 

(AC000375) Strong similarity to Arabidopsis 

gb__X91953, F21M12 . 3, F21M12 . 1 . EST gb_H36326 comes from this 
gene. [Arabidopsis thaliana] 

147502 

LIB3168-090-P1-K1-G4 

BLASTN 

g3449328 

173 

2.0e-92 

370 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCI2, complete sequence [Arabidopsis thaliana] 

147503 

LIB3168-090-P1-K1-G5 

BLASTX 

g2961390 

377 

1.0e-36 
76 



18575 



% identity 

NCBI Description 



95 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



147504 

LIB3168-090-P1-K1-G6 

BLASTX 

g2252866 

192 

1.0e-14 

58 
64 

(AF013294) contains region of similarity to SYT 
[Arabidopsis thaliana] 

147505 

LIB3168-090-P1-K1-G7 

BLASTX 

gll2682 

715 

7.0e-76 

143 

94 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605j?ir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147506 

LIB3168-090-P1-K1-G8 

BLASTX 

gll2681 

712 

1.0e-75 

143 

94 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147507 

LIB3168-090-P1-K1-G9 

BLASTX 

g!628583 

431 

7.0e-43 

95 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147508 

LIB3168-090-P1-K1-H1 



18576 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

515 

2.0e-52 

120 

83 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



147509 

LIB3168-090-P1-K1-H11 

BLASTX 

gll2741 

330 

6.0e-31 

114 

38 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147510 

LIB3168-090-P1-K1-H3 

BLASTX 

gll2682 

619 

1.0e-64 

132 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi__808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147511 

LIB3168-091-P1-K1-A1 

BLASTN 

g2160155 

48 

7.0e-18 

132 
91 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
I, complete sequence [Arabidopsis thaliana] 

147512 - 

LIB3168-091-P1-K1-A6 

BLASTX 

gl628583 

507 

2.0e-51 



18577 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147 
69 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAAl689-2__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147513 

LIB3168-091-P1-K1-A7 

BLASTX 

gll2737 

59 

2.0e-61 

142 
86 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147514 

LIB3168-091-P1-K1-B11 

BLASTN 

g395203 

121 

1.0e-61 

278 
63 

A. thaliana 2S albumin gene isoforms 1 and 2, 



147515 

LIB3168-091-P1-K1-B12 

BLASTN 

g4097693 

44 

8.0e-16 

103 
83 

Arabidopsis thaliana prohibitin 1 
cds 



complete CDS's 



(Atphbl) gene, complete 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147516 

LIB3168-091-P1-K1-B2 

BLASTX 

gll2739 

328 

2.0e-30 

145 

56 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_l 66615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871__ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi 4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 



18578 



precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147517 

LIB3168-091-P1-K1-B3 

BLASTX 

g3335169 

781 

1.0e-83 

146 
99 

(AF067857) embryo- specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 

147518 

LIB3168-091-P1-K1-B4 

BLASTX 

gll2682 

718 

3.0e-76 

157 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147519 

LIB3168-091-P1-K1-B6 

BLASTX 

gl628583 

576 

1.0e-59 

135 

84 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147520 

LIB3168-091-P1-K1-B7 

BLASTX 

g2129767 

434 

4.0e-43 

84 

96 

vacuolar processing enzyme (EC 3.4.22.-) isozyme beta 
precursor - Arabidopsis thaliana >gi_1805364_dbj_BAA09615_ 
(D61394) beta-VPE [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



147521 

LIB3168-091-P1-K1-B8 

BLASTN 

g2252823 

69 



18579 



€1 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



2.0e-30 

179 

73 

Arabidopsis thaliana BAC IG005I10 
147522 

LIB3168-091-P1-K1-B9 

BLASTN 

g2618677 

301 

1.0e-169 

339 
98 

Arabidopsis thaliana BAC F21B7 chromosome 1, complete 
sequence [Arabidopsis thaliana] 

147523 

LIB3168-091-P1-K1-C1 

BLASTX 

gl628583 

49 

1.0e-37 

81 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147524 

LIB3168-091-P1-K1-C11 

BLASTX 

gl!70373 

339 

1.0e-39 

92 

86 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S4 6302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482__emb_CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

147525 

LIB3168-091-P1-K1-C2 

BLASTX 

g3264759 

541 

2.0e-55 
138 
78 

(AF071889) 40S ribosomal protein 
147526 

LIB3168-091-P1-K1-C3 
BLASTX 
gll2739 
519 

7.0e-53 



S8 [Prunus armeniaca] 



18580 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142 
74 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

147527 

LIB3168-091-P1-K1-C4 

BLASTX 

gl628583 

533 

1.0e-54 

112 
90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147528 

LIB3168-091-P1-K1-C5 

BLASTX 

g4204299 

141 

3.0e-09 

49 
65 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

147529 

LIB3168-091-P1-K1-C7 

BLASTN 

g2656032 

82 

4.0e-38 

266 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZF18 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147530 

LIB3168-091-P1-K1-C8 

BLASTX 

g4263704 

254 

8.0e-22 

84 

56 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



147531 

LIB3168-091-P1-K1-D1 



18581 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



BLASTX 

gll2681 

617 

2.0e-64 

128 

95 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


1 A *7 C. *2 O 


Seq. ID 


t moi c o nm m t/"\ r\*\ i 
LIBolbo-Uyi-Pl-Kl-Dll 


Method 


BLASTN 


NCBI GI 


gl785673 


BLAST score 


36 


E value 


6 . Oe-11 


Match length 


115 


% identity 


83 


NCBI Description 


A. thaliana mitochondrial genome 


Seq. No. 


147533 


Seq. ID 


Llbolbo - U y 1 — Jr 1— 1\1— UIZ 


Method 


BLASTN 


NCBI GI 


g4079614 


BLAST score 


40 


E value 


9.0e-14 


Match length 


81 


% identity 


85 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence, complete sequence [Ar 


Seq. No. 


147534 


Seq. ID 


LIB3168-091-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


630 


E value 


7.0e-66 


Match length 


130 


% identity 


96 



part A 



I BAC F21M11 genomic 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147535 

LIB3168-091-P1-K1-D3 

BLASTX 

gl352347 

472 

2.0e-47 

93 

100 

ELONGATION FACTOR 1-BETA Al (EF-1-BETA) 

>gi_480620_pir S37103 translation elongation factor eEF-1 



18582 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



beta-Al chain - Arabidopsis thaliana (cv. Colombia) 
>gi_398608_emb_CAA52751_ (X74733) elongation factor- 1 beta 
Al [Arabidopsis thaliana] 

147536 

LIB3168-091-P1-K1-D4 

BLASTN 

g3228389 

345 

0.0e+00 

375 

98 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147537 

LIB3168-091-P1-K1-D5 

BLASTN 

g2244950 

205 

l.Oe-111 

294 
96 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



147538 

LIB3168-091-P1-K1-D6 

BLASTN 

gl6236 

63 

7.0e-27 

122 
86 

Arabidopsis CRB gene for 12S seed storage protein 
>gi_166677_gb_M37248_ATHCRBAA A. thaliana 12S storage 
protein CRA1 gene, exons 1-4 

147539 

LIB3168-091-P1-K1-D7 

BLASTX 

gl345592 

503 

5.0e-51 

106 

94 

14-3-3-LIKE PROTEIN GF14 EPSILON >giJL022778 (U36446) GF14 
epsilon isoform [Arabidopsis thaliana] 

147540 

LIB3168-091-P1-K1-D8 

BLASTN 

g4734011 

67 

3.0e-29 

206 

70 



18583 



NCBI Description Arabidopsis thaliana chromosome II BAC F24C20 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147541 

LIB3168-091-P1-K1-D9 

BLASTX 

gll2737 

547 

3.0e-56 

118 

87 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147542 

LIB3168-091-P1-K1-E1 

BLASTX 

gll2737 

668 

2.0e-70 

141 

90 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147543 

LIB3168-091-P1-K1-E11 

BLASTN 

g4079614 

57 

3.0e-23 

143 

89 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147544 

LIB3168-091-P1-K1-E12 

BLASTX 

gll2741 

689 , 

8.0e-73 

128 

99 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi 68855_pir_ 



3 PRECURSOR (2S ALBUMIN STORAGE 
NWMU3 2S albumin 3 precursor - 



Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 



18584 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147545 

LIB3168-091-P1-K1-E2 

BLASTX 

gll2682 

598 

3.0e-62 

138 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147546 

LIB3168-091-P1-K1-E3 

BLASTX 

gl531762 

195 

6.0e-15 

51 

75 

(Y077 65) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147547 

LIB3168-091-P1-K1-E4 

BLASTX 

g!12739 

510 

8.0e-52 

142 

73 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147548 

LIB3168-091-P1-K1-E5 

BLASTX 

gll2737 

684 

3.0e-72 

147 

88 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 



18585 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147549 

LIB3168-091-P1-K1-E6 

BLASTN 

g2924505 

214 

1.0e-117 

427 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone M4E13 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



147550 

LIB3168-091-P1-K1-E7 

BLASTX 

g4544473 

731 

9.0e-78 

136 

99 

(AC006580) putative mei2 protein [Arabidopsis thaliana] 
147551 

LIB3168-091-P1-K1-E8 

BLASTX 

gll2682 

62 

6.0e-66 

138 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147552 

LIB3168-091-P1-K1-E9 

BLASTX 

gl772309 

171 

4.0e-12 

79 

94 

(D34631) acetyl-CoA carboxylase [Arabidopsis thaliana] 
147553 

LIB3168-091-P1-K1-F1 

BLASTN 

g3985932 

269 

1.0e-149 

463 



18586 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K22J17, complete sequence [Arabidopsis thaliana] 

147554 

LIB3168-091-P1-K1-F11 

BLASTX 

gl628583 

227 

6.0e-19 

96 

54 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147555 

LIB3168-091-P1-K1-F12 

BLASTX 

g461841 

185 

7.0e-14 

80 

51 

CRUCIFERIN CRU4 PRECURSOR (US GLOBULIN) (12S STORAGE 
PROTEIN) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147556 

LIB3168-091-P1-K1-F2 

BLASTX 

gll2743 

731 

1.0e-77 

152 

90 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68856 pir NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi__395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

147557 

LIB3168-091-P1-K1-F3 

BLASTX 

gll2737 

684 

3.0e-72 

143 

90 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA8087 0_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 



18587 



precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147558 

LIB3168-091-P1-K1-F4 

BLASTX 

gll2737 

546 

4.0e-56 

121 

85 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



o e q • in o . 


1 47^RQ 
1*± / O D 2 


Seq. ID 


T TD^1 CQ A Q1 "D1 TC; 

LliDOlbo-Uyi-rl-D-l-r 0 


Method 






g±0 / j4ZD 


oiiAoi score 


1/1 


TP TT3 1 no 


1 • Uc 1Z 


Match length 


71 


% identity 


58 


NCBI Description 


(X99979) factor 1-alpha [Forsythia x 


Seq. No. 


147560 


Seq. ID 


LIB3168-091-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g21913 


BLAST score 


188 


E value 


4.0e-14 


Match length 


84 


% identity 


43 


NCBI Description 


(X62626) vicilin [Theobroma cacao] 


Seq. No. 


147561 


Seq. ID 


LIB3168-091-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


45 


E value 


5.0e-15 


Match length 


76 


% identity 


62 


NCBI Description 


(U66916) 12S cruciferin seed storage 



thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



147562 

LIB3168-091-P1-K1-F8 

BLASTX 

gl628583 

596 

5.0e-62 
124 



18588 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147563 

LIB3168-091-P1-K1-F9 

BLASTX 

gl628583 

688 

1.0e-72 

134 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Methoci 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147564 

LIB3168-091-P1-K1-G1 

BLASTX 

gll2681 

661 

1.0e-69 

135 
93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147565 

LIB3168-091-P1-K1-G10 

BLASTN 

gl66611 

45 

3.0e-16 

106 
84 

A. thaliana at2S3 gene encoding albumin 2S subunit 3, 
complete cds 

147566 

LIB3168-091-P1-K1-G11 

BLASTX 

g2129657 

299 

4.0e-27 

111 

60 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 
Seq, ID 



147567 

LIB3168-091-P1-K1-G12 



18589 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl33938 

515 

1.0e-52 

121 
83 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S3 >gi_70866_pir R3SP3 

ribosomal protein S3 - spinach chloroplast 
>gi_12310_emb_CAA31715_ (X13336) ribosomal protein S3 
[Spinacia oleracea] 

147568 

LIB3168-091-P1-K1-G2 

BLASTX 

gll2739 

335 

2.0e-31 

105 

66 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

147569 

LIB3168-091-P1-K1-G3 

BLASTX 

gl628583 

304 

6.0e-28 

95 

66 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147570 

LIB3168-091-P1-K1-G4 

BLASTX 

gl628583 

594 

1.0e-61 

123 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



147571 

LIB3168-091-P1-K1-G5 

BLASTX 

g2129657 

344 

3.0e-32 



18590 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



122 
62 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

147572 

LIB3168-091-P1-K1-G6 

BLASTX 

gll2741 

651 

2.0e-68 

123 

98 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147573 

LIB3168-091-P1-K1-G7 

BLASTX 

gll2681 

59 

1.0e-56 

153 
76 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147574 

LIB3168-091-P1-K1-G8 

BLASTX 

gll2681 

177 

4.0e-13 

67 
57 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147575 

LIB3168-091-P1-K1-G9 

BLASTX 

g529353 

378 

2.0e-36 



18591 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



128 
51 

(U12757) diphenol oxidase [Acer pseudoplatanus] 
147576 

LIB3168-091-P1-K1-H1 

BLASTX 

gll2682 

671 

1.0e-7 0 

151 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147577 

LIB3168-091-P1-K1-H10 

BLASTX 

gl628583 

261 

5.0e-23 

74 

73 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147578 

LIB3168-091-P1-K1-H11 

BLASTX 

gl628583 

443 

5.0e-44 

104 

82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147579 

LIB3168-091-P1-K1-H2 

BLASTX 

gll2682 

625 

3.0e-65 

138 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605j?ir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 



147580 



. 18592 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-091-P1-K1-H3 

BLASTX 

gll2737 

694 

2.0e-73 

151 

86 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147581 

LIB3168-091-P1-K1-H4 

BLASTX 

gll2741 

711 

2.0e-75 

141 

94 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147582 

LIB3168-091-P1-K1-H5 

BLASTX 

gll2741 

659 

3.0e-69 

124 

98 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712__emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147583 

LIB3168-091-P1-K1-H6 

BLASTX 

gl628583 

406 

5.0e-40 

88 

89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 



18593 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin seed storage protein [Arabidopsis thaliana] 
147584 

LIB3168-091-P1-K1-H7 

BLASTX 

gl628583 

544 

8.0e-56 

119 

89 

(U66916) 
thaliana 



12S cruciferin seed storage protein [Arabidopsis 
>gi_2842495_emb_CAA16892_ (AL021749) 12S 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147585 

LIB3168-091-P1-K1-H8 

BLASTX 

gll2681 

667 

3.0e-70 

150 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604jpir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147586 

LIB3168-091-P1-K1-H9 

BLASTX 

gll2681 

566 

2.0e-58 

119 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147587 

LIB3168-093-P1-K1-A1 

BLASTX 

g4204303 

346 

5.0e-33 

82 

78 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



147588 

LIB3168-093-P1-K1-A10 

BLASTN 

g2264311 



18594 



BLAST score 

E value 

Match length 

% Identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

59 

2.0e-24 

87 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLN1, complete sequence [Arabidopsis thaliana] 

147589 

LIB3168-093-P1-K1-A12 

BLASTX 

gl628583 

649 

3.0e-68 

127 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147590 

LIB3168-093-P1-K1-A3 

BLASTN 

g4455168 

67 

4.0e-30 

67 

100 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F10M10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147591 

LIB3168-093-P1-K1-A4 

BLASTX 

gl628583 

601 

1.0e-62 

125 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147592 

LIB3168-093-P1-K1-A5 

BLASTX 

gll2681 

80 

1.0e-58 

126 

96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 



147593 



18595 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



LIB3168-093-P1-K1-A6 

BLASTX 

gl628583 

101 

6.0e-04 

77 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147594 

LIB3168-093-P1-K1-A7 

BLASTN 

g2828278 

166 

2.0e-88 

242 

97 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T18B16 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147595 

LIB3168-093-P1-K1-B1 

BLASTX 

gll2741 

376 

1.0e-36 

81 

88 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147596 

LIB3168-093-P1-K1-B10 

BLASTX 

g3822223 

151 

8.0e-10 

104 
39 

(AF077 955) branched-chain alpha keto-acid dehydrogenase 
alpha subunit [Arabidopsis thaliana] 



El 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



147597 

LIB3168-093-P1-K1-B12 

BLASTN 

g4589437 

239 

1.0e-132 

306 

98 



18596 



# 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPN9, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147598 

LIB3168-093-P1-K1-B2 

BLASTN 

g4584531 

32 

1.0e-08 

96 
83 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 4, BAC clone T9E8 



Seq. No. 
Seq. ID 



147599 

LIB3168-093-P1-K1-B3 

BLASTX 

g267055 

305 

2.0e-28 

69 

90 

SUCROSE SYNTHASE (SUCROSE-UDP GLUCOSYLTRANSFERASE) 

>gi_66572_pir YUMU sucrose synthase (EC 2.4.1.13) - 

Arabidopsis thaliana >gi_16526_emb_CAA43303_ (X60987) 
sucrose synthase [Arabidopsis thaliana] 

147600 

LIB3168-093-P1-K1-B4 

BLASTX 

gl628583 

608 

2.0e-63 

119 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thalianal 

ik 

147601 

LIB3168-093-P1-K1-B5 

BLASTX 

gll2739 

211 

2.0e-24 

100 

61 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb__CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

147602 

LIB3168-093-P1-K1-B6 



18597 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

364 

8.0e-35 

78 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147603 

LIB3168-093-P1-K1-B8 

BLASTX 

gl!09699 

497 

2.0e-50 

95 

100 

(X83381) gibberellin 20-oxidase [Arabidopsis thaliana] 



oeq . wo • 


1 4 7 604 


beq. iu 


T TR^1 fift — HQ^-PI —TCI — P,Q 
iilJjjlDO U j J irJ. IVX 




RT.ASTX 






DiltliJ J. 


161 


E value 


6.0e-ll 


Match length 


133 


% identity 


8 


NCBI Description 


(AC002339) salt inducible protein- 




thaliana] 


Seq. No. 


147605 


Seq. ID 


LIB3168-093-P1-K1-C1 


Method 


BLASTN 


NCBI GI 


g2252823 


BLAST score 


75 


E value 


3.0e-34 


Match length 


183 


% identity 


85 


NCBI Description 


Arabidopsis thaliana BAC IG005I10 


Seq. No. 


147606 


Seq. ID 


LIB3168-093-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


g4589969 


BLAST score 


347 


E value 


0.0e+00 


Match length 


421 


% identity 


95 


NCBI Description 


Arabidopsis thaliana chromosome II 



sequence, complete sequence 

Seq. No. 147607 

Seq. ID LIB3168-093-P1-K1-C11 

Method BLASTX 

NCBI GI gl628583 

BLAST score 202 



18598 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-25 

71 

86 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147608 

LIB3168-093-P1-K1-C2 

BLASTX 

gl36251 

452 

3.0e-45 

113 

78 

TRYPTOPHAN SYNTHASE BETA CHAIN 1 PRECURSOR 

>gi_99767_pir A31393 tryptophan synthase (EC 4.2.1.20) 

beta chain - Arabidopsis thaliana >gi_166892 (M23872) 
tryptophan synthase beta subunit [Arabidopsis thaliana] 

147609 

LIB3168-093-P1-K1-C4 

BLASTX 

gl!2682 

484 

5.0e-49 

106 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


147610 


Seq. ID 


LIB3168-093-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g3776023 


BLAST score 


324 


E value 


4.0e-30 


Match length 


73 


% identity 


86 


NCBI Description 


(AJ010473) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


147611 


Seq. ID 


LIB3168-093-P1-K1-C7 


Method 


BLASTN 


NCBI GI 


g3869062 


BLAST score 


61 


E value 


9.0e-26 


Match length 


117 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




K11I1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


147612 


Seq. ID 


LIB3168-093-P1-K1-C8 



18599 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 

gll2737 

557 

2.0e-57 

137 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147613 

LIB3168-093-P1-K1-C9 

BLASTX 

g881615 

628 

9.0e-66 

123 
98 

(U29142) fatty acid elongase 1 [Arabidopsis thaliana] 
>gi_3096921_emb__CAA18831.1_ (AL023094) fatty acid elongase 
1 [Arabidopsis thaliana] 

147614 

LIB3168-093-P1-K1-D1 

BLASTX 

gll2737 

593 

1.0e-61 

130 

87 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147615 

LIB3168-093-P1-K1-D10 

BLASTX 

g3335169 

563 

4.0e-58 

135 

77 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana]^ 
>gi__4455197_emb_CAB36520.1_ (AL035440) embryo-specific 
protein 1 (ATS1) [Arabidopsis thaliana] 

147616 

LIB3168-093-P1-K1-D11 
BLASTX 



18600 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll2741 
705 

9.0e-75 

132 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi__395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi__4490712_emb_CAB38846.1_ (AL03568Q) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147617 

LIB3168-093-P1-K1-D12 

BLASTX 

gl628583 

612 

8.0e-64 

141 

87 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147618 

LIB3168-093-P1-K1-D2 

BLASTN 

g2760172 

361 

0.0e+00 

384 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUB3, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



147619 

LIB3168-093-P1-K1-D3 

BLASTX 

gll2737 

573 

3.0e-59 

122 

89 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147620 

LIB3168-093-P1-K1-D5 

BLASTX 

gll2741 

340 



18601 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-32 

110 

65 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147621 

LIB3168-093-P1-K1-D8 

BLASTX 

g267083 

613 

6.0e-64 

136 

83 

TUBULIN BETA- 9 CHAIN >gi_320190_pir JQ1593 tubulin beta-9 

chain - Arabidopsis thaliana >gi_166910 (M84706) beta-9 
tubulin [Arabidopsis thaliana] 

147622 

LIB3168-093-P1-K1-E11 

BLASTX 

gl628583 

619 

1.0e-64 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147623 

LIB3168-093-P1-K1-E12 

BLASTX 

gll2681 

580 

4.0e-60 

135 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



147624 

LIB3168-093-P1-K1-E4 

BLASTN 

g2842474 

91 

2.0e-43 

194 

43 



18602 



NCBI Description 



# 



Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F20O9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



147625 

LIB3168-093-P1-K1-E5 

BLASTX 

g2129657 

354 

1.0e-33 

101 

75 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

147626 

LIB3168-093-P1-K1-E6 

BLASTX 

gl628583 

455 

2.0e-45 

142 

69 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147627 

LIB3168-093-P1-K1-E7 

BLASTX 

g!628583 

475 

8.0e-71 

137 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147628 

LIB3168-093-P1-K1-E8 

BLASTX 

g625977 

586 

8.0e-61 

116 

97 

p40 protein homolog - Arabidopsis thaliana >gi_402904 
(U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 

147629 

LIB3168-093-P1-K1-E9 

BLASTX 

gll2682 

543 



18603 



E value 
Match length 
% identity 
NCBI Description 



7.0e-56 

117 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabiciopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147630 

LIB3168-093-P1-K1-F1 

BLASTX 

gl628583 

392 

2.0e-38 

82 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147631 

LIB3168-093-P1-K1-F10 

BLASTX 

gl628583 

52 

9.0e-60 

121 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147632 

LIB3168-093-P1-K1-F2 

BLASTX 

g4406816 

521 

3.0e-53 

105 

93 

(AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147633 

LIB3168-093-P1-K1-F3 

BLASTX 

g2253010 

122 

4.0e-20 

69 

77 

(Y14199) MAP3K delta-1 protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



147634 

LIB3168-093-P1-K1-F5 
BLASTX 



18604 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g418908 
182 

2.0e-13 

75 

44 

vicilin precursor - cacao 
147635 

LIB3168-093-P1-K1-F6 

BLASTX 

gl864017 

513 

3.0e-52 

110 

90 

(D63396) elongation factor- 1 alpha [Nicotiana tabacum] 
"147636 

LIB3168-093-P1-K1-F7 

BLASTX 

gl628583 

595 

7.0e-62 

120 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147637 

LIB3168-093-P1-K1-F9 

BLASTX 

gll2682 

621 

6.0e-65 

118 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605 j?ir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147638 

LIB3168-093-P1-K1-G1 

BLASTX 

g2541876 

191 

2.0e-14 

121 

34 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 



147639 

LIB3168-093-P1-K1-G10 
BLASTX 



18605 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll2739 
439 

1.0e-43 

126 
71 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb__CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



147640 

LIB3168-093-P1-K1-G11 

BLASTX 

g2129657 

320 

1.0e-29 

96 
72 

oleosin isoform - Arabidopsis thaliana 

>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

147641 

LIB3168-093-P1-K1-G12 

BLASTX 

g3242709 

259 

2.0e-22 

70 

70 

(AC003040) putative guanine nucleotide-binding protein 
[Arabidopsis thaliana] 

147642 

LIB3168-093-P1-K1-G3 

BLASTX 

gl628583 

530 

1.0e-57 

127 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147643 

LIB3168-093-P1-K1 -G4 

BLASTN 

g4567193 

404 

0.0e+00 

424 

99 



18606 



NCBI Description Arabidopsis thaliana chromosome II BAC T26C19 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147644 

LIB3168-093-P1-K1-G5 

BLASTX 

gll2681 

535 

8.0e-55 

138 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147645 

LIB3168-093-P1-K1-G6 

BLASTN 

g4757413 

77 

3.0e-35 

289 

90 

Arabidopsis thaliana genomic DNA, 
MX021, complete sequence 



chromosome 3, PI clone: 



Seq. No. 


147646 


Seq. ID 


LIB3168-093-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g4678285 


BLAST score 


259 


E value 


2.0e-22 


Match length 


72 


% identity 


61 


NCBI Description 


(AL049660) putative protein [Arabidopsis thaliana] 


Seq. No. 


147647 


Seq. ID 


LIB3168-093-P1-K1-G8 


Method 


BLASTN 


NCBI GI 


g2623294 


BLAST score 


202 


E value 


1.0e-110 


Match length 


362 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T20B5 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


147648 


Seq. ID 


LIB3168-093-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3128170 


BLAST score 


736 


E value 


2.0e-78 


Match length 


139 


% identity 


97 



18607 



€1 



NCBI Description (AC004521) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



147649 

LIB3168-093-P1-K1-H10 

BLASTN 

g4220510 

171 

3.0e-91 

426 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F22K18 



147650 

LIB3168-093-P1-K1-H12 

BLASTN 

g4415928 

110 

5.0e-55 

182 

91 

Arabidopsis thaliana chromosome II BAC F13A10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

147651 

LIB3168-093-P1-K1-H5 

BLASTX 

g!12682 

474 

3.0e-55 

131 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147652 

LIB3168-093-P1-K1-H6 

BLASTX 

gl628583 

563 

4.0e-58 

141 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147653 

LIB3168-093-P1-K1-H7 

BLASTX 

g!345973 

516 

1.0e-52 
106 



18608 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004 680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

147654 

LIB3168-093-P1-K1-H8 

BLASTX 

g3169175 

421 

2.0e-41 

135 
56 

(AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] 

147655 

LIB3168-093-P1-K1-H9 

BLASTX 

g!628583 

500 

6.0e-51 

98 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147656 

LIB3168-094-P1-K1-A1 

BLASTX 

gl!2682 

240 

1.0e-20 

52 

87 

12 S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147657 

LIB3168-094-P1-K1-A10 

BLASTX 

gl628583 

650 

2.0e-68 

125 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



18609 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147658 

LIB3168-094-P1-K1-A11 

BLASTX 

gl628583 

398 

7.0e-39 

99 

80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147659 

LIB3168-094-P1-K1-A12 

BLASTX 

g2271477 

433 

7.0e-43 

101 

83 

(AF009631) AP47/50p [Arabidopsis thaliana] 
147660 

LIB3168-094-P1-K1-A2 

BLASTX 

gl628583 

528 

5.0e-54 

119 

85 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147661 

LIB3168-094-P1-K1-A3 

BLASTN 

g!628582 

37 

2.0e-ll 

73 

89 

Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 

147662 

LIB3168-094-P1-K1-A4 

BLASTX 

gl628583 

704 

1.0e-74 

140 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 



18610 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



147663 

LIB3168-094-P1-K1-A5 
BLASTX 
gll2737 
356 

8.0e-34 
114 
64 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68853_pir 



1 PRECURSOR (2S ALBUMIN STORAGE 
_NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi__4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147664 

LIB3168-094-P1-K1-A6 

BLASTX 

gll2682 

261 

9.0e-23 

86 

66 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147665 

LIB3168-094-P1-K1-A7 

BLASTX 

g4204299 

321 

2.0e-30 

64 

95 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

147666 

LIB3168-094-P1-K1-A8 

BLASTX 

g!628583 

102 

4.0e-04 

113 

81 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 



147667 



18611 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-094-P1-K1-B12 

BLASTX 

gll4649 

220 

7.0e-18 

46 

100 

ATP SYNTHASE C CHAIN (LIPID-BINDING PROTEIN) (SUBUNIT III) 

>gi_67899_pir LWLVA H+-transporting ATP synthase (EC 

3.6*1.34) lipid-binding protein - liverwort (Marchantia 
polymorpha) chloroplast >gi_11653__emb_CAA28066_ (X04465) 
atpH [Marchantia polymorpha] 

147668 

LIB3168-094-P1-K1-B2 

BLASTX 

gl628583 

324 

3.0e-30 

91 

71 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



beq. No. 


14 / boy 


oeq. iu 


LlDJlDO U j4 ri iV-L DO 


Method 


BLASTX 


NCBI GI 


g2642158 


BLAST score 


457 


E value 


1.0e-45 


Match length 


117 


% identity 


71 


NCBI Description 


(AC003000) hypothetical 


Seq. No. 


147670 


Seq. ID 


LIB3168-094-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g4584110 


BLAST score 


328 


E value 


1.0e-30 


Match length 


129 


% identity 


50 


NCBI Description 


(AJ133639) SAH7 protein 


Seq. No. 


147671 


Seq. ID 


LIB3168-094-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4584110 


BLAST score 


161 


E value 


6.0e-ll 


Match length 


87 


% identity 


40 


NCBI Description 


(AJ133639) SAH7 protein 


Seq. No. 


147672 


Seq. ID 


LIB3168-094-P1-K1-B6 



18612 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI .GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

gl628583 

622 

5.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147673 

LIB3168-094-P1-K1-B7 

BLASTX 

gl628583 

383 

2.0e-37 

78 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147674 

LIB3168-094-P1-K1-B8 

BLASTX 

gll2737 

426 

3.0e-42 

93 

89 

2S SEED STORAGE PROTEIN 1 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_l 66614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147675 

LIB3168-094-P1-K1-C1 

BLASTX 

g3941412 

178 

5.0e-13 

38 
95 

(AF062860) putative transcription factor [Arabidopsis 
thaliana] 

147676 

LIB3168-094-P1-K1-C10 

BLASTX 

g!628583 

618 

1.0e-64 

120 

99 



18613 



NCBI Description 



€1 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147677 

LIB3168-094-P1-K1-C11 

BLASTX 

gl628583 

619 

1.0e-64 

120 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147678 

LIB3168-094-P1-K1-C12 

BLASTN 

g4159712 

361 

0.0e+00 

408 

98 

Arabidopsis thaliana genomic DNA, 
MWI23, complete sequence 



chromosome 3, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147679 

LIB3168-094-P1-K1-C3 

BLASTX 

gll2737 

580 

5.0e-60 

141 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



147680 

LIB3168-094-P1-K1-C4 

BLASTX 

g4204299 

618 

1.0e-64 

139 
87 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

147681 

LIB3168-094-P1-K1-C5 
BLASTX 



18614 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4204298 
640 

4.0e-67 

138 
90 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147682 

LIB3168-094-P1-K1-C6 

BLASTX 

g2129657 

301 

2.0e-27 

90 

72 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



147683 

LIB3168-094-P1-K1-C7 
BLASTX 
gll2741 
480 

2.0e-48 
98 
92 

2S SEED STORAGE PROTEIN 
PROTEIN ) >gi_68 8 5 5_pir_ 



3 PRECURSOR (2S ALBUMIN STORAGE 
_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147684 

LIB3168-094-P1-K1-C8 

BLASTX 

gl628583 

384 

2.0e-37 

86 

90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



147685 

LIB3168-094-P1-R1-C9 

BLASTX 

gl628583 

622 

5.0e-65 

120 

99 



18615 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147686 

LIB3168-094-P1-K1-D10 

BLASTX 

gl628583 

613 

6.0e-64 

120 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147687 

LIB3168-094-P1-K1-D11 

BLASTX 

g3047082 

154 

4.0e-10 

41 

68 

(AF058914) similar to Vigna radiata pectinacetylesterase 
precursor (GB:X99348) [Arabidopsis thaliana] 

147688 

LIB3168-094-P1-K1-D12 

BLASTX 

g99698 

481 

2.0e-48 

94 

99 

glutamate — ammonia ligase (EC 6.3.1.2), cytosolic {clone 
lambdaAtgskb6) - Arabidopsis thaliana 

147689 

LIB3168-094-P1-K1-D2 

BLASTX 

gl628583 

443 

5.0e-44 

143 

65 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



147690 

LIB3168-094- 
BLASTN 
gl592685 
53 

4.0e-21 
227 



■P1-K1-D3 



18616 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
.Method 
%CBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Mattch length ~ - 

% identity 

NCBI Description 



82 

A.thaliana mRNA for oleosin type4 protein 
147691 

LIB3168-094-P1-K1-D4 

BLASTX 

gll2681 

567 

1.0e-58 

131 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147692 

LIB3168-094-P1-K1-D6 

BLASTX 

g2129657 

422 

1.0e-41 

115 
77 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

147693 

LIB3168-094-P1-K1-D7 

BLASTX 

g!890281 

351 

3.0e-33 

114 

22 

(U89984) transformation-sensitive protein homolog 
[Acanthamoeba castellanii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147694 

LIB3168-094-P1-K1-E11 

BLASTX 

g2160151 

540 

2.0e-55 

111 

96 

(AC000375) Strong similarity to Brassica aspartic protease 
(gb_X77260) . [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



147695 

LIB3168-094- 

BLASTX 

gl592677 

214 



■P1-K1-E12 



18617 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-17 

113 
43 

(X91912) LEA76 homologue type2 [Arabidopsis thaliana] 



147696 

LIB3168-094-P1-K1-E2 

BLASTX 

gll2743 

628 

1.0e-65 

132 

89 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68856__pir_ 



4 PRECURSOR (2S ALBUMIN STORAGE 
NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_l 66617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

147697 

LIB3168-094-P1-K1-E4 

BLASTX 

gll2681 

572 

4.0e-59 

140 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147698 

LIB3168-094-P1-K1-E5. 

BLASTX 

gl628583 

417 

7.0e-41 

79 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147699 

LIB3168-094-P1-K1-E6 

BLASTX 

g2088654 

552 

8.0e-57 

121 

91 

(AF002109) 60S acidic ribosomal protein P0 isolog 
[Arabidopsis thaliana] 



18618 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147700 

LIB3168-094-P1-K1-E7 

BLASTX 

gll2737 

550 

1.0e-56 

133 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147701 

LIB3168-094-P1-K1-E8 

BLASTX 

gl628583 

728 

2.0e-77 

141 
99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



147702 

LIB3168-094-P1-K1-E9 

BLASTX 

gl628583 

447 

2.0e-44 

119 

76 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147703 

LIB3168-094-P1-K1-F1 

BLASTX 

gll2681 

701 

3.0e-74 

137 

96 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147704 

LIB3168-094-P1-K1-F12 



18619 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3228389 

364 

0.0e+00 

403 

98 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 


±4 / f\JD 


Seq. ID 




Method 




T P T 
INCbl bl 


g4 3 O 4 J. J. U 


Diinui obuic 




E value 


6.0e-26 


Match length 


106 


% identity 


54 


NCBI Description 


(AJ133639) SAH7 protein 


Seq. No. 


147706 


Seq. ID 


LIB3168-094-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


gll2737 


BLAST score 


637 


E value 


9.0e-67 


Match length 


136 


% identity 


90 


NCBI Description 


2S SEED STORAGE PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147707 

LIB3168-094-P1-K1-F8 

BLASTX 

gll2681 

518 

8.0e-53 

139 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147708 

LIB3168-094-P1-K1-F9 

BLASTX 

g4204298 

550 

1.0e-56 

133 
80 



18620 



NCBI Description 



(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147709 

LIB3168-094-P1-K1-G10 

BLASTX 

g4406780 

590 

3.0e-61 

138 
84 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

147710 

LIB3168-094-P1-K1-G11 

BLASTN 

g3036791 

413 

0. 0e+00 

417 

100 

Arabidopsis thaliana DNA chromosome 4 f BAC clone T19K4 
(ESSAII project) 

147711 

LIB3168-094-P1-K1-G2 

BLASTN 

g2618683 

379 

0.0e+00 

427 

99 

Arabidopsis thaliana chromosome II BAC T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


147712 




Seq. ID 


LIB3168-094-P1-K1 


-G3 


Method 


BLASTX 




NCBI GI 


g3808062 




BLAST score 


166 




E value 


1.0e-ll 




Match length 


70 




% identity 


44 




NCBI Description 


(AB019195) PV100 


[Cucurbit a maxima 


Seq. No. 


147713 




Seq. ID 


LIB3168-094-P1-K1 


-G4 


Method 


BLASTX 




NCBI GI 


gl35535 




BLAST score 


375 




E value 


3.0e-36 




Match length 


76 




% identity 


99 




NCBI Description 


T-COMPLEX PROTEIN 


1, ALPHA SUBUNIT 



(CCT-ALPHA) >gi_322602_pir JN0448 t-complex polypeptide 

Tcp-1 - Arabidopsis thaliana >gi_217871_dbj_BAA01955_ 



18621 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(D11351) t-complex polypeptide 1 homologue [Arabidopsis 
thaliana] >gi_2326265_dbj_BAA21772_ (D11352) CCT 
alpha/TCP-1 [Arabidopsis thaliana] 



147714 

LIB3168-094-P1-K1-G5 

BLASTN 

g4589428 

158 

1.0e-83 

216 

92 

Arabidopsis thaliana genomic DNA, 
MFH8, complete sequence 



chromosome 5, PI clone: 



147715 

LIB3168-094-P1-K1-G6 

BLASTX 

gll2681 

700 

4.0e-74 

140 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi__166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


147716 


Seq, ID 


LIB3168-094-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g4734005 


BLAST score 


244 


E value 


1.0e-20 


Match length 


77 


% identity 


58 


NCBI Description 


(AC007178) hypothetical protein [Arabidopsis 


Seq. No. 


147717 


Seq. ID 


LIB3168-094-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


702 


E value 


2.0e-74 


Match length 


133 


% identity 


98 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi 81604 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



x S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147718 

LIB3168-094-P1-K1-G9 

BLASTN 

g3176695 



18622 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150 

9.0e-79 

338 
86 

Arabidopsis thaliana chromosome I BAC F14J9 genomic 
sequence contains phyA marker, complete sequence 
[Arabidopsis thaliana] 

147719 

LIB3168-094-P1-K1-H1 

BLASTX 

gll2737 

554 

5.0e-57 

134 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147720 

LIB3168-094-P1-K1-H10 

BLASTX 

g4204298 

501 

7.0e-51 

125 

78 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



147721 

LIB3168-094-P1-K1-H11 
BLASTX 
*gll2741 
619 

9.0e-65 

117 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147722 

LIB3168-094-P1-K1-H12 

BLASTX 

gll2739 

362 

1.0e-34 



18623 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



110 
68 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68854_pir NWMU2 2S albumin 2 precursor - 

Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

147723 

LIB3168-094-P1-K1-H2 

BLASTX 

gll2737 

573 

3.0e-59 

123 

89 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147724 

LIB3168-094-P1-K1-H3 

BLASTX 

gl628583 

69 

8.0e-60 

127 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147725 

LIB3168-094-P1-K1-H4 

BLASTX 

g!628583 

622 

5.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



147726 

LIB3168-094-P1-K1-H6 

BLASTX 

g2129657 

194 

8.0e-15 

93 



18624 



II 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 

oleosin isoform - Arabidopsis thaliana 
>gi__987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878__ (Z54165) oleosin 
[Arabidopsis thaliana] 

147727 

LIB3168-094-P1-K1-H7 

BLASTX 

gll2681 

690 

5.0e-73 

139 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147728 

LIB3168-094-P1-K1-H8 

BLASTX 

g!628583 

663 

8.0e-70 

137 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147729 

LIB3168-094-P1-K1-H9 

BLASTX 

g2129657 

366 

5.0e-35 

104 

76 

oleosin isoform - Arabidopsis thaliana 
>gi_987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 

147730 

LIB3168-095-P1-K1-A1 

BLASTX 

gl628583 

521 

3.0e-53 

110 " ' 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18625 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147731 

LIB3168-095-P1-K1-A10 

BLASTX 

gl!2682 

560 

9.0e-58 

133 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147732 

LIB3168-095-P1-K1-A11 

BLASTX 

gll2741 

871 

4.0e-94 

164 

98 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147733 

LIB3168-095-P1-K1-A12 

BLASTX 

g4204299 

651 

2.0e-68. 

126 

100 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147734 

LIB3168-095-P1-K1-A2 

BLASTX 

gl628583 

93 

2.0e-58 

120 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



147735 

LIB3168-095-P1-K1-A3 

BLASTX 

gl628583 



18626 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



433 

9.0e-43 

147 

64 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147736 

LIB3168-095-P1-K1-A5 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147737 

LIB3168-095-P1-K1-A6 

BLASTX 

gll2682 

660 

2.0e-69 

150 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147738 

LIB3168-095-P1-K1-A7 

BLASTX 

gll2741 

680 

7.0e-72 

126 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb_CAA80868__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_einb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147739 

LIB3168-095-P1-K1-A8 

BLASTN 

g2828181 

269 

1.0e-14 9 
498 



18627 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana genomic DNA, chromosome ~ 5, PI clone: 
MLE8, complete sequence [Arabidopsis thaliana] 

147740 

LIB3168-095-P1-K1-A9 

BLASTX 

gll2681 

191 

4.0e-15 

70 
61 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147741 

LIB3168-095-P1-K1-B1 

BLASTX 

g!592670 

457 

3.0e-46 

132 

72 

(X91920) dehydrin [Arabidopsis thaliana] 

>gi_4567280_gb_AAD23693.1_AC006841_21 (AC006841) putative 
dehydrin [Arabidopsis thaliana] 

147742 

LIB3168-095-P1-K1-B10 

BLASTX 

g21913 

201 

1.0e-15 

83 

45 

(X62626) vicilin [Theobroma cacao] 
147743 

LIB3168-095-P1-K1-B11 

BLASTX 

gll2739 

609 

2.0e-63 

163 

75 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >g i_3 9520 5_emb_CAA8 087 1__ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb__CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 



147744 



18628 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-095-P1-K1-B12 

BLASTX 

g!628583 

717 

5.0e-76 

172 
83 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_284 24 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147745 

LIB3168-095-P1-K1-B2 

BLASTX 

g!628583 

628 

1.0e-65 

123 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana]' >gi_2€42495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147746 

LIB3168-095-P1-K1-B3 

BLASTX 

gll2681 

664 

8.0e-70 

169 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936__emb_CAA32493__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147747 

LIB3168-095-P1-K1-B4 

BLASTX 

gl628583 

383 

4.0e-37 

102 

71 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



147748 

LIB3168-095-P1-K1-B5 

BLASTX 

g!628583 

628 

1.0e-65 

120 

100 



18629 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147749 

LIB3168-095-P1-K1-B6 

BLASTX 

gll2681 

212 

4.0e-17 

42 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147750 

LIB3168-095-P1-K1-B7 

BLASTX 

gl628583 

136 

1.0e-32 

78 
80 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147751 

LIB3168-095-P1-K1-B8 

BLASTX 

gl628583 

682 

7.0e-72 

167 

81 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147752 

LIB3168-095-P1-K1-B9 

BLASTX 

g3738257 

504 

1.0e-61 

143 
86 

(AB018410) 
nigra] 



cytosolic phosphoglycerate kinase 1 [Populus 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



147753 

LIB3168-095-P1-K1-C10 

BLASTN 

g4512656 



18630 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



155 

1.0e-81 

499 
83 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

147754 

LIB3168-095-P1-K1-C11 

BLASTX 

g4249382 

505 

4.0e-51 

126 

78 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

147755 

LIB3168-095-P1-K1-C12 

BLASTX 

gl628583 

479 

2.0e-48 

101 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147756 

LIB3168-095-P1-K1-C2 

BLASTX 

gl628583 

665 

6.0e-70 

158 

82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147757 

LIB3168-095-P1-K1-C3 

BLASTX 

g!628583 

633 

4.0e-66 

170 

76 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147758 

LIB3168-095-P1-K1-C4 



18631 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ENDOPLASMIC RETICULUM 
fatty acid desaturase (EC 



BLASTX 
gl345973 
332 

3.0e-31 
62 
100 

OMEGA- 3 FATTY ACID DESATURASE, 

>gi_541882_pir JQ2335 omega-3 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbjJBAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

147759 

LIB3168-095-P1-K1-C5 

BLASTX 

gl!2682 

935 

1.0e-101 

178 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605__pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147760 

LIB3168-095-P1-K1-C6 

BLASTX 

gl628583 

607 

3.0e-63 

120 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147761 

LIB3168-095-P1-K1-C7 

BLASTX 

g4539292 

463 

3.0e-46 

88 

98 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



147762 

LIB3168-095-P1-K1-C8 

BLASTX 

g3273743 



18632 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



II 



620 

1.0e-64 

118 
100 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147763 

LIB3168-095-P1-K1-C9 

BLASTX 

gl628583 

619 

9.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147764 

LIB3168-095-P1-K1-D10 

BLASTN 

g3176695 

218 

1.0e-119 

270 

95 

Arabidopsis thaliana chromosome I BAC F14J9 genomic 
sequence contains phyA marker, complete sequence 
[Arabidopsis thaliana] 

147765 

LIB3168-095-P1-K1-D11 

BLASTN 

g4490701 

39 

6.0e-13 

180 

56 

Arabidopsis thaliana DNA chromosome 4, BAC clone T24A18 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



147766 

LIB3168-095-P1-K1-D12 

BLASTN 

g3985954 

219 

1.0e-120 

342 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRG2 1 , complete sequence [Arabidopsis thaliana] 

147767 

LIB3168-095-P1-K1-D2 
BLASTX 



PI clone: 



18633 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll2737 
647 

7.0e-68 

163 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z2474 5) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4430710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI * 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147768 

LIB3168-095-P1-K1-D3 

BLASTX 

gl628583 

642 

3/0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147769 

LIB3168-095-P1-K1-D5 

BLASTX 

gll9143 

396 

1.0e-47 

103 
97 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_81606__pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927__emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi__1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

147770 

LIB3168-095-P1-K1-D6 

BLASTX 

gll2741 

846 

4.0e-91 

157 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 



18634 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147771 

LIB3168-095-P1-K1-D7 

BLASTX 

g!628583 

693 

3.0e-73 

166 

81 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147772 

LIB3168-095-P1-K1-D8 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147773 

LIB3168-095-P1-K1-E1 

BLASTX 

g3287694 

151 

2.0e-86 

160 

99 

(AC003979) Similar to myb-related transcription factor 
(THM27) gb_X95296 from Solanum lycopersicum. ESTs 
gb_T42000, gb_T04118, gb_AA598042, gb_AA394757 and 
gb_AA598046 come from this gene. [Arabidopsis thaliana] 

147774 

LIB3168-095-P1-K1-E11 

BLASTX 

gll2737 , 

684 

4.0e-72 

145 

88 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 



147775 



18635 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-095-P1-K1-E12 

BLASTX 

gll2681 

892 

2.0e-96 

171 

98 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147776 

LIB3168-095-P1-K1-E2 

BLASTX 

gll2681 

391 

3.0e-46 

139 
77 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147777 

LIB3168-095-P1-K1-E4 

BLASTN 

g2864607 

202 

1.0e-110 

254 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 

147778 

LIB3168-095-P1-K1-E5 

BLASTX 

gl!2682 

827 

7.0e-89 

180 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



147779 

LIB3168-095-P1-K1-E6 

BLASTX 

gl628583 

102 



18636 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-60 

120 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147780 

LIB3168-095-P1-K1-E8 

BLASTX 

g683553 

144 

7.0e-09 

117 

30 

(Z48450) oleosin-like protein [Citrus sinensis] 
>gi_1582679_prf 2119230A oleosin homolog [Citrus sinensis] 

147781 

LIB3168-095-P1-K1-E9 

BLASTX 

gl628583 

651 

2.0e-68 

139 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147782 

LIB3168-095-P1-K1-F1 

BLASTX 

g2702364 

212 

6.0e-17 

102 
43 

(AF036706) No definition line found [Caenorhabditis 
elegans] 

147783 

LIB3168-095-P1-K1-F10 

BLASTN 

g3869073 

230 

1.0e-126 

483 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKN22, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



147784 

LIB3168-095-P1-K1-F11 

BLASTX 

gl!2681 

705 



18637 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-74 

180 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_16667 6 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936__emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



147785 

LIB3168-095-P1-K1-F12 

BLASTN 

g4589445 

226 

1.0e-124 

409 

92 

Arabidopsis thaliana genomic DNA, 
MWL2, complete sequence 



chromosome 3, PI clone: 



Seq. No. 
Seq. ID 



147786 

LIB3168-095-P1-K1-F2 

BLASTX 

gll2741 

631 

4.0e-66 

117 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147787 

LIB3168-095-P1-K1-F3 

BLASTX 

gll9143 

735 

5.0e-83 

158 

96 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_81606__pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928__emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

147788 

LIB3168-095-P1-K1-F4 



18638 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTN 

g4199934 

152 

4.0e-80 

196 

68 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

147789 

LIB3168-095-P1-K1-F6 

BLASTX 

gl!2741 

849 

2.0e-91 

160 

98 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147790 

LIB3168-095-P1-K1-F7 

BLASTX 

g4406780 

603 

9.0e-63 

142 

83 

(AC006532) putative mult i spanning membrane protein 
[Arabidopsis thaliana] 

147791 

LIB3168-095-P1-K1-F8 

BLASTX 

gll2681 

655 

8.0e-69 

150 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147792 

LIB3168-095-P1-K1-F9 

BLASTN 

g2864607 

389 

0.0e+00 
420 



18639 



% identity 100 

NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

$CBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147793 

LIB3168-095-P1-K1-G11 

BLASTN 

g2924257 

49 

2.0e-18 

89 
89 

Tobacco chloroplast genome DNA 
147794 

LIB3168-095-P1-K1-G12 

BLASTN 

g4732166 

476 

0.0e+00 

519 

98 

Arabidopsis thaliana BAC F21I2 
147795 

LIB3168-095-P1-K1-G2 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



147796 

LIB3168-095-P1-K1-G3 

BLASTX 

gll2737 

427 

4.0e-42 

90 

87 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147797 

LIB3168-095-P1-K1-G5 

BLASTX 

gll2739 

62 



18640 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-34 

116 

70 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi__395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

147798 

LIB3168-095-P1-K1-G6 

BLASTX 

gll07501 

369 

3.0e-35 

91 

81 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147799 

LIB3168-095-P1-K1-G7 

BLASTX 

g4529972 

682 

5.0e-72 

149 

91 

(AC002330) putative chloroplast outer envelope 86-like 
protein [Arabidopsis thaliana] 

147800 

LIB3168-095-P1-K1-G8 

BLASTX 

gll2682 

44 

2.0e-69 

160 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



147801 

LIB3168-095-P1-K1-G9 

BLASTX 

gl31378 

220 

6.0e-18 

43 
100 



18641 



NCBI Description 



II 



PHOTOS YSTEM II REACTION CENTRE N PROTEIN 
>gi_2924272_emb_CAA77424_ (Z00044) PSII N-protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147802 

LIB3168-095-P1-K1-H1 

BLASTX 

g2920587 

349 

4.0e-33 

177 

48 

(AF038362) TBP-associated factor 172 [Homo sapiens] 
>gi__2995136__emb__CAA04475_ (AJ001017) TAFII170 [Homo 
sapiens] 



147803 

LIB3168-095-P1-K1-H10 
BLASTX 
gll2737 
340 

2.0e-32 
81 
83 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68853_pir_ 



1 PRECURSOR (2S ALBUMIN STORAGE 
NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana]' 
>gi__4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147804 

LIB3168-095-P1-K1-H12 

BLASTX 

gll2681 

227 

5.0e-19 

89 

55 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147805 

LIB3168-095-P1-K1-H2 

BLASTX 

gll2681 

536 

6.0e-55 

144 

78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 



18642 



thaliana] >gi_808936_emb_CAA324 93_ (X14312) 
storage protein [Arabidopsis thaliana] 



12S seed 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



147806 

LIB3168-095-P1-K1-H6 

BLASTN 

g4539331 

33 

9.0e-10 

61 

89 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSA project) 



F22I13 



147807 

LIB3168-095-P1-K1-H7 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147808 

LIB3168-095-P1-K1-H8 

BLASTX 

gl628583 

548 

3.0e-56 

157 

75 

(066916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147809 

LIB3168-096-P1-K1-A1 

BLASTX 

g2160189 

241 

2.0e-20 

101 

7 

(AC000132) Similar to A. thaliana receptor-like protein 
kinase (gb_RLK5_ARATH) . ESTs gb_ATTS0475, gb_ATTS4362 come 
from this gene. [Arabidopsis thaliana] 

147810 

LIB3168-096-P1-K1-A10 

BLASTX 

g3169180 

568 

1.0e-58 
131 



18643 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

(AC004401) putative casein kinase II catalytic subunit 
[Arabidopsis thaliana] 

147811 

LIB3168-096-P1-K1-A11 

BLASTX 

gl628583 

681 

8.0e-72 

136 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147812 

LIB3168-096-P1-K1-A12 

BLASTX 

g!628583 

102 

2.0e-62 

123 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147813 

LIB3168-096-P1-K1-A2 

BLASTX 

gll2741 

821 

3.0e-88 

152 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147814 

LIB3168-096-P1-K1-A3 

BLASTX 

g2288981 

396 

2.0e-38 

80 

53 

(AC002335) calcium binding protein isolog [Arabidopsis 
thaliana] >gi_3763938 (AC004450) putative calcium binding 
protein [Arabidopsis thaliana] 



Seq. No. 



147815 



18644 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-096-P1-K1-A4 

BLASTX 

gll2681 

129 

4.0e-16 

82 
66 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147816 

LIB3168-096-P1-K1-A5 

BLASTX 

gll2681 

187 

2.0e-14 

37 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147817 

LIB3168-096-P1-K1-A6 

BLASTX 

gl!2682 

193 

1.0e-14 

133 
82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147818 

LIB3168-096-P1-K1-A7 

BLASTN 

gl66611 

41 

7.0e-14 

105 

87 

A. thaliana at2S3 gene encoding albumin 2S subunit 3, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



147819 

LIB3168-096-P1-K1-A8 

BLASTX 

g!37465 

500 



18645 



E value 
Match length 
% identity 
NCBI Description 



9.0e-51 

102 
98 

VACUOLAR ATP SYNTHASE SUBUNIT B (V-ATPASE B SUBUNIT) 

(V-ATPASE 57 KD SUBUNIT) >gi_81637_pir A31886 

H+-transporting ATPase (EC 3.6.1.35) 57K chain - 
Arabidopsis thaliana >gi_166627 (J04185) nucleotide-binding 
subunit of vacuolar ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147820 

LIB3168-096-P1-K1-A9 

BLASTX 

g4204299 

500 

1.0e-50 

104 
94 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147821 

LIB3168-096-P1-K1-B1 

BLASTX 

g3805849 

908 

2.0e-98 

177 

99 

(AL031986) cytoplasmatic aconitate hydratase (citrate 
hydro-lyase) (aconitase) (EC 4.2.1.3) [Arabidopsis thaliana] 



Seq. No. 


147822 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


gl652577 


BLAST score 


64 


E value 


2.0e-10 


Match length 


60 


% identity 


63 


NCBI Description 


(D90906) 


Seq. No. 


147823 


Seq. ID 


LIB3168- 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


67 


E value 


3.0e-52 


Match length 


131 


% identity 


81 


NCBI Description 


12S SEED 



carboxyl-terminal protease [Synechocystis sp.] 



cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



147824 

LIB3168-096-P1-K1-B2 



18646 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!628583 

717 

5.0e-76 

175 

82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147825 

LIB3168-096-P1-K1-B4 

BLASTX 

gll2681 

795 

4.0e-85 

171 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_erab_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 1 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147826 

LIB3168-096-P1-K1-B5 

BLASTX 

gll2682 

781 

2.0e-83 

173 

86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi__166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147827 

LIB3168-096-P1-K1-B6 

BLASTX 

g4204298 

675 

4.0e-71 

171 
80 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



147828 

LIB3168-096-P1-K1-B7 

BLASTX 

g2462931 

287 

1.0e-25 

70 

96 



18647 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Z83833) UDP-glucose: sterol glucosyltransf erase 
[Arabidopsis thaliana] 

147829 

LIB3168-096-P1-K1-B8 

BLASTN 

g3449334 

282 

1.0e-157 

471 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYH9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



147830 

LIB3168-096-P1-K1-B9 

BLASTX 

g!12681 

135 

4.0e-86 

168 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147831 

LIB3168-096-P1-K1-C1 

BLASTN 

g4079614 

390 

0.0e+00 

485 

97 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

147832 

LIB3168-096-P1-K1-C10 

BLASTX 

gll2741 

831 

2.0e-89 

162 

95 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147833 

LIB3168-096-P1-K1-C11 



18648 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

546 

6.0e-56 

120 

88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147834 

LIB3168-096-P1-K1-C12 

BLASTX 

g!628583 

940 

1.0e-102 

187 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


147835 


Seq. ID 


LIB3168-096-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g339878 


BLAST score 


339 


E value 


1.0e-31 


Match length 


154 


% identity 


48 


NCBI Description 


(M55169) tripeptidyl peptidase 


Seq. No. 


147836 


Seq. ID 


LIB3168-096-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4204298 


BLAST score 


845 


E value 


5.0e-91 


Match length 


176 


% identity 


92 


NCBI Description 


(AC003027) lcl prt seq No defi 



[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



[Arabidopsis thaliana] 
147837 

LIB3168-096-P1-K1-C4 

BLASTX 

g3805763 

251 

2.0e-21 

181 

38 

(AC005693) hypothetical protein [Arabidopsis thaliana] 
147838 

LIB3168-096-P1-K1-C5 

BLASTX 

gll2682 



18649 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



848 

2.0e-91 

174 
93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147839 

LIB3168-096-P1-K1-C6 

BLASTX 

gll2741 

840 

2.0e-90 

157 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_entb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147840 

LIB3168-096-P1-K1-C7 

BLASTX 

gll2681 

806 

2.0e-86 

176 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147841 

LIB3168-096-P1-K1-C8 

BLASTX 

gl628583 

634 

3.0e-66 

123 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147842 

LIB3168-096-P1-K1-D1 

BLASTX 

gl628583 

930 



18650 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-101 

178 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147843 

LIB3168-096-P1-K1-D10 

BLASTX 

gl419390 

847 

3.0e-91 

180 

91 

(X98926) thylakoid-bound ascorbate peroxidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147844 

LIB3168-096-P1-K1-D11 

BLASTX 

g4204299 

720 

2.0e-76 

141 

100 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

147845 

LIB3168-096-P1-K1-D12 

BLASTX 

g3915961 

805 

2.0e-86 

167 

92 

HYPOTHETICAL 267 KD PROTEIN (ORF 2280) 

>gi_2924274_emb_CAA77427_ (Z00044) Ycf2 protein [Nicotiana 
tabacum] >gi_2924285_emb_CAA77438_ (Z00044) hypothetical 
protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



147846 

LIB3168-096-P1-K1-D2 

BLASTX 

g2827524 

459 

9.0e-46 

81 
100 

(AL021633) predicted protein [Arabidopsis thaliana] 
147847 

LIB3168-096-P1-K1-D3 

BLASTX 

gll2681 

733 



18651 



E value 
Match length 
% identity 
NCBI Description 



# 

7.0e-78 

180 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



147848 

LIB3168-096-P1-K1-D5 

BLASTX 

gll2681 

831 

2.0e-89 

181 

88 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147849 

LIB3168-096-P1-K1-D6 

BLASTX 

gll2681 

87 

5.0e-51 

153 
75 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147850 

LIB3168-096-P1-K1-D7 

BLASTX 

gll2681 

810 

6.0e-87 

162 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147851 

LIB3168-096-P1-K1-D8 

BLASTX 

g!628583 

578 

1.0e-59 



18652 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153 
75 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147852 

LIB3168-096-P1-K1-D9 

BLASTX 

gll2681 

730 

2.0e-77 

144 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147853 

LIB3168-096-P1-K1-E10 

BLASTN 

g3128138 

354 

0.0e+00 

450 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFO20, complete sequence [Arabidopsis thaliana] 

147854 

LIB3168-096-P1-K1-E12 

BLASTX 

gll2741 

846 

4.0e-91 

157 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147855 

LIB3168-096-P1-K1-E2 

BLASTX 

g3522958 

622 

7.0e-65 

169 

75 

(AC004411) putative pectinesterase [Arabidopsis thaliana] 



18653 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ~ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147856 

LIB3168-096-P1-K1-E3 

BLASTX 

gll2681 

630 

8.0e-66 

160 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604 jpir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147857 

LIB3168-096-P1-K1-E4 

BLASTX 

g3831440 

474 

1.0e-47 

127 

73 

(AC005819) putative cytochrome P450 [Arabidopsis thaliana] 
>gi_4415946__gb_AAD20176_ (AC006418) putative cytochrome 
P450 [Arabidopsis thaliana] 

147858 

LIB3168-096-P1-K1-E5 

BLASTX 

gl628583 

322 

1.0e-29 

100 
96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147859 

LIB3168-096-P1-K1-E6 

BLASTX 

gll2737 

301 

1.0e-27 

83 

73 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_3 9520 4_emb_CAA8 087 0_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq, ID 
Method 



147860 

LIB3168-096-P1-K1-E7 
BLASTN 



18654 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4199934 
269 

1.0e-150 

318 

99 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

147861 

LIB3168-096-P1-K1-E8 

BLASTX 

gl628583 

360 

3.0e-34 

147 

55 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147862 

LIB3168-096-P1-K1-E9 

BLASTN 

g4235150 

267 

1.0e-148 

358 

95 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC T25B24 genomic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147863 

LIB3168-096-P1-K1-F1 

BLASTX 

g!628583 

721 

2.0e-7 6 

143 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147864 

LIB3168-096-P1-K1-F10 

BLASTX 

gll2741 

607 

4.0e-63 

111 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB3884 6.1__ (AL035680) NWMU3-2S albumin 3 



18655 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



precursor [Arabidopsis thaliana] 
147865 

LIB3168-096-P1-K1-F11 

BLASTX 

g4263791 

801 

8.0e-86 

181 
87 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147866 

LIB3168-096-P1-K1-F12 

BLASTX 

gll2681 

978 

1.0e-106 

184 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi^808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147867 

LIB3168-096-P1-K1-F2 

BLASTN 

g4097693 

37 

2.0e-ll 

65 

94 

Arabidopsis thaliana prohibit in 1 (Atphbl) gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147868 

LIB3168-096-P1-K1-F3 

BLASTX 

gl35406 

647 

8.0e-68 

122 
99 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_997 68_pir A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



147869 

LIB3168-096-P1-K1-F4 

BLASTX 

gll2682 

728 

2.0e-77 



18656 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159 
87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147870 

LIB3168-096-P1-K1-F5 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147871 

LIB3168-096-P1-K1-F6 

BLASTN 

g3738275 

438 

0.0e+00 

551 

96 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

147872 

LIB3168-096-P1-K1-F7 

BLASTX 

gl628583 

624 

4.0e-65 

119 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147873 

LIB3168-096-P1-K1-F8 

BLASTX 

gll2681 

729 

2.0e-77 

177 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



18657 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147874 

LIB3168-096-P1-K1-F9 

BLASTN 

g2618599 

106 

4.0e-53 

122 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBD2 , complete sequence [Arabidopsis thaliana] 



PI clone: 



147875 

LIB3168-096-P1-K1-G1 

BLASTX 

gll2741 

546 

4.0e~56 

118 

87 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB388'46.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147876 

LIB3168-096-P1-K1-G10 

BLASTX 

g4204299 

816 

1.0e-87 

174 
90 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147877 

LIB3168-096-P1-K1-G11 

BLASTX 

g4455223 

505 

4.0e-51 

165 

34 

(AL035440) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBr GI 
BLAST score 
E value 
Match length 
% identity 



147878 

LIB3168-096-P1-K1-G12 

BLASTX 

gll07501 

404 

3.0e-39 

99 

82 



18658 



NCBI Description 



(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147879 

LIB3168-096-P1-K1-G2 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA168 92__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147880 

LIB3168-096-P1-K1-G3 

BLASTX 

gll2739 

505 

3.0e-51 

139 

74 

2S SEED STORAGE PROTEIN 2 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi__166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

147881 

LIB3168-096-P1-K1-G4 

BLASTX 

gll2682 

78 

9.0e-44 

118 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147882 

LIB3168-096-P1-K1-G5 

BLASTX 

gll2681 

677 

2.0e-71 

166 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 



18659 



>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147883 

LIB3168-096-P1-K1-G6 

BLASTX 

gl628583 

562 

5.0er58 

120 

90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147884 

LIB3168-096-P1-K1-G7 

BLASTX 

gll2737 

727 

4.0e-77 

164 

84 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

147885 

LIB3168-096-P1-K1-G8 

BLASTX 

gl628583 

420 

3.0e-41 

79 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147886 

LIB3168-096-P1-K1-G9 

BLASTX 

gll2681 

657 

4.0e-69 

130 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



18660 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



147887 

LIB3168-096-P1-K1-H1 

BLASTX 

g!628583 

637 

1.0e-66 

122 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147888 

LIB3168-096-P1-K1-H10 

BLASTX 

gll2€81 

799 

1.0e-85 

176 

87 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147889 

LIB3168-096-P1-K1-H11 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147890 

LIB3168-096-P1-K1-H12 

BLASTX 

g2499236 

546 

5.0e-56 

128 

88 

NADH- PLAS TOQU INONE OXIDOREDUCTASE CHAIN 1, CHLOROPLAST 
>gi_1419474_emb_CAA66944_ (X98298) ndhA [Arabidopsis 
thaliana] 

147891 

LIB3168-096-P1-K1-H2 

BLASTX 

gll73103 

745 

3.0e-79 



18661 



Match length 

% identity 

NCBI Description 



Seq. No. 
. Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133 
99 

RIBONUCLEASE 1 PRECURSOR >gi_561998 (U05206) 
[Arabidopsis thaliana] >gi_3461823 (AC004138) 
RNS1 [Arabidopsis thaliana] 



ribonuclease 
ribonuclease, 



147892 

LIB3168-096-P1-K1-H3 

BLASTX 

gll2682 

643 

2.0e-67 

160 

76 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147893 

LIB3168-096-P1-K1-H4 

BLASTN 

g4510360 

349 

0.0e+00 

462 

92 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

147894 

LIB3168-096-P1-K1-H6 

BLASTX 

gll2739 

521 

5.0e-53 

146 

72 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA808 71_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

147895 

LIB3168-096-P1-K1-H7 

BLASTX 

gl628583 

660 

2.0e-69 

158 
82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 



18662 



cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147896 

LIB3168-096-P1-K1-H8 

BLASTX 

gll2741 

78 

5.0e-88 

164 

97 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147897 

LIB3168-096-P1-K1-H9 

BLASTX 

gll2682 

788 

2.0e-84 

176 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


147898 


Seq. ID 


LIB3168-098-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g4006897 


BLAST score 


95 


E value 


1.0e-43 


Match length 


119 


% identity 


80 


NCBI Description 


(Z99708) globulin-like protein 


Seq. No. 


147899 


Seq. ID 


LIB3168-098-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2642443 


BLAST score 


578 


E value 


8.0e-60 


Match length 


134 


% identity 


83 


NCBI Description 


(AC002391) putative cytochrome 


Seq. No. 


147900 


Seq. ID 


LIB3168-098-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gll2739 


BLAST score 


295 



18663 



E value 
Match length 
% identity 
NCBI Description 



II 



1.0e-26 

115 
44 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147901 

LIB3168-098-P1-K1-A3 

BLASTX 

gl628583 

619 

1.0e-64 

129 
95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147902 

LIB3168-098-P1-K1-A4 

BLASTX 

g4741960 

467 

7.0e-47 

116 

78 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
147903 

LIB3168-098-P1-K1-A5 

BLASTN 

g2673901 

100 

6.0e-49 

386 

95 

Arabidopsis thaliana chromosome II BAC T24P15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147904 

LIB3168-098-P1-K1-A6 

BLASTN 

g4678291 

233 

1.0e-128 

261 
98 

Arabidopsis thaliana DNA chromosome 3, 
(ESSA project) 



BAC clone F28P10 



Seq. No. 
Seq. ID 



147905 

LIB3168-098-P1-K1-A7 



18664 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

444 

2.0e-44 

100 

85 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147906 

LIB3168-098-P1-K1-A8 

BLASTX 

gll2739 

431 

1.0e-42 

130 

69 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

147907 

LIB3168-098-P1-K1-A9 

BLASTX 

gl628583 

393 

3.0e-38 

81 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147908 

LIB3168-098-P1-K1-B10 

BLASTX 

g2661422 

399 

3.0e-40 

97 

95 

(AJ001342) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] >gi__3096936_emb_CAA1884 6. 1_ 
(AL023094) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



147909 

LIB3168-098-P1-K1-B11 

BLASTX 

gll2682 

597 

4.0e-62 



18665 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



S 

126 
89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147910 

LIB3168-098-P1-K1-B12 

BLASTX 

gll2682 

344 

8.0e-33 

66 

95 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi__166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb__CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147911 

LIB3168-098-P1-K1-B2 

BLASTX 

gl628583 

422 

5.0e-42 

86 

94 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147912 

LIB3168-098-P1-K1-B3 

BLASTN 

g3293260 

90 

5.0e-43 

178 
88 

Arabidopsis thaliana cystathionine gamma -synthase precursor 
(CGS1) gene, nuclear gene encoding chloroplast protein, 
complete cds 

147913 

LIB3168-098-P1-K1-B4 

BLASTX 

gll2741 

516 

1.0e-52 

113 
86 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68855_pir 



3 PRECURSOR (2S ALBUMIN STORAGE 
NWMU3 2S albumin 3 precursor - 



Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 



18866 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
{Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

147914 

LIB3168-098-P1-K1-B5 

BLASTX 

g!628583 

409 

4.0e-40 

120 

68 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147915 

LIB3168-098-P1-K1-B6 

BLASTN 

g4539378 

187 

1.0e-101 

208 
97 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F28A21 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



147916 

LIB3168-098-P1-K1-B7 

BLASTX 

gl628583 

257 

3.0e-22 

69 

76 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147917 

LIB3168-098-P1-K1-C1 

BLASTX 

gl628583 

118 

6.0e-06 

68 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147918 

LIB3168-098-P1-K1-C10 

BLASTX 

gl628583 

557 



18667 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-57 
147 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147919 

LIB3168-098-P1-K1-C11 

BLASTX 

gl628583 

329 

4.0e-31 

73 

88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147920 

LIB3168-098-P1-K1-C12 

BLASTN 

g2262155 

188 

1.0e-101 

393 

97 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

147921 

LIB3168-098-P1-K1-C2 

BLASTX 

g3193310 

580 

4.0e-60 

141 

84 

(AF069300) contains similarity to Nicotiana tabacum hinl 
(GB:Y07563) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147922 

LIB3168-098-P1-K1-C3 

BLASTX 

g99735 

461 

3.0e~46 

106 

86 

L-ascorbate peroxidase (EC 1.11, 
Arabidopsis thaliana (fragment) 



1.11) precursor - 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



147923 

LIB3168-098-P1-K1-C4 

BLASTX 

g2961390 

162 



18668 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-ll 

31 
97 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 

147924 

LIB3168-098-P1-K1-C9 

BLASTX 

gll2681 

221 

2.0e-18 

73 
63 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb__CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147925 

LIB3168-098-P1-K1-D1 

BLASTN 

gl66609 

227 

1.0e-125 

243 

98 

A. thaliana at2Sl gene encoding albumin 2S subunit 1, 
complete cds 

147926 

LIB3168-098-P1-K1-D10 

BLASTX 

gll2737 

460 

5.0e-46 

142 

66 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_l 66614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA8087 0_ 
(224745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147927 

LIB3168-098-P1-K1-D11 

BLASTN 

g4581084 

212 

1.0e-116 

351 

97 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC T30F21 genomic 



18669 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147928 

LIB3168-098-P1-K1-D12 

BLASTX 

gll2681 

584 

2.0e~60 

147 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi__808936__emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147929 

LIB3168-098-P1-K1-D2 

BLASTX 

gl628583 

527 

5.0e-54 

104 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



147930 

LIB3168-098-P1-K1-D6 

BLASTN 

g2815404 



BLAST score 


38 


E value 


7.0e-12 


Match length 


90 


% identity 


86 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MMG4, complete sequence [Arabidopsis thaliana] 


Seq, No. 


147931 


Seq. ID 


LIB3168-098-P1-K1-D8 


Method 


BLASTN 


NCBI GI 


g!769896 


BLAST score 


330 


E value 


0.0e+00 


Match length 


386 


% identity 


46 


NCBI Description 


A. thaliana lectin receptor kinase gene 


Seq. No. 


147932 


Seq. ID 


LIB3168-098-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


319 


E value 


1.0e-29 


Match length 


66 


% identity 


89 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arab 



clone : 



18670 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



thaliana] >gi_2842495__emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147933 

LIB3168-098-P1-K1-E1 

BLASTX 

gll2682 

512 

3.0e-52 

117 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor {CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147934 

LIB3168-098-P1-K1-E11 

BLASTX 

gl345973 - 

179 

2.0e-13 

49 

73 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbjJBAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj_BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004 680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

147935 

LIB3168-098-P1-K1-E12 

BLASTX 

gll2681 

203 

3.0e-16 

50 
78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147936 

LIB3168-098-P1-K1-E3 

BLASTX 

gl628583 

225 

4.0e-19 

64 

73 



18671 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147937 

LIB3168-098-P1-K1-E6 

BLASTX 

g!12681 

373 

3.0e-37 

113 

80 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147938 

LIB3168-098-P1-K1-E9 

BLASTX 

gl!2682 

231 

1.0e-23 

72 
83 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147939 

LIB3168-098-P1-K1-F1 

BLASTX 

gl628583 

59 

2.0e-26 

95 

65 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147940 

LIB3168-098-P1-K1-F10 

BLASTX 

gll2681 

480 

2.0e-60 

145 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



18672 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147941 

LIB3168-098-P1-K1-F11 

BLASTX 

gll2739 

386 

2.0e-37 

116 

69 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi__395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147942 

LIB3168-098-P1-K1-F12 

BLASTN 

g4314354 

309 

1.0e-173 

450 

98 

Arabidopsis thaliana chromosome II BAC T9I22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147943 

LIB3168-098-P1-K1-F2 

BLASTX 

gll2681 

47 

3.0e-30 

106 

70 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936__emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147944 

LIB3168-098-P1-K1-F3 

BLASTN 

g4159705 

278 

1.0e-155 

407 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGD8, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



147945 

LIB3168-098-P1-K1-F4 

BLASTX 

gll2682 



18673 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



540 

2.0e-55 

134 
78 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



147946 

LIB3168-098-P1-K1-F5 
BLASTX 
gll2743 
420 

2.0e-41 
82 
94 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68856_pir_ 



4 PRECURSOR (2S ALBUMIN STORAGE 
JNWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202__emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147947 

LIB3168-098-P1-K1-F7 

BLASTX 

g4204298 

437 

2.0e-43 

86 

97 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147948 

LIB3168-098-P1-K1-F8 

BLASTN 

g2584827 

58 ' 

2.0e-24 

78 

94 

Arabidopsis thaliana chromosome 1 BAC F12F1 
complete sequence [Arabidopsis thaliana] 



147949 

LIB3168-098-P1-K1-F9 

BLASTX 

gll74805 

224 

2.0e-18 

140 

41 

TRNA PSEUDOURIDINE SYNTHASE 



sequence. 



B (TRNA PSEUDOURIDINE 55 



18674 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



SYNTHASE) (PSI55 SYNTHASE) (PSEUDOURIDYLATE SYNTHASE) 

(URACIL HYDROLYASE) >gi_10747 17_pir B64170 hypothetical 

protein HI1289 - Haemophilus influenzae (strain Rd KW20) 
>gi_1574748 (U32809) tRNA pseudouridine 55 synthase (truB) 
[Haemophilus influenzae Rd] 

147950 

LIB3168-098-P1-K1-G1 

BLASTX 

g3947690 

249 

3.0e-21 

146 

40 

(AJ131245) Sec24B protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147951 

LIB3168-098-P1-K1-G10 

BLASTX 

gl628583 

408 

4.0e-40 

100 

82 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

147952 

LIB3168-098-P1-K1-G11 

BLASTX 

g4204299 

606 

3.0e-63 

125 

96 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

147953 

LIB3168-098-P1-K1-G2 

BLASTX 

g82051 

320 

1.0e-29 

125 

50 

lipid body-associated membrane protein - carrot 
>gi_259453_bbs_117620 (S47635) lipid body membrane 
protein=DC 59 [Daucus carota=carrots, var Juwarot, Peptide, 
180 aa] {Daucus carota] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



147954 

LIB3168-098-P1-K1-G4 

BLASTN 

g4159712 

67 



18675 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-29 

138 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

147955 

LIB3168-098-P1-K1-G5 

BLASTX 

gll2681 

187 

2.0e-14 

36 

100 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147956 

LIB3168-098-P1-K1-G8 

BLASTX 

gll2681 

459 

4.0e-46 

101 

93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147957 

LIB3168-098-P1-K1-G9 

BLASTX 

gll2682 

322 

3.0e-34 

110 

72 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147958 

LIB3168-098-P1-K1-H1 

BLASTN 

g3128142 

211 

1.0e-115 

438 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone: 



18676 



MQN23, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147959 

LIB3168-098-P1-K1-H11 

BLASTX 

gll2681 

247 

2.0e-26 

89 

74 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi__808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147960 

LIB3168-098-P1-K1-H12 

BLASTN 

g4159704 

357 

0.0e+00 

400 

54 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147961 

LIB3168-098-P1-K1-H2 

BLASTX 

gl346831 

154 

9.0e-ll 

32 
94 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VIII (PSI-I) 
>gi_984310 (U26948) photosystem I component [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147962 

LIB3168-098-P1-K1-H3 

BLASTX 

g3004557 

496 

2.0e-50 

98 

99 

(AC003673) plasma membrane proton pump H+ ATPase, PMA1 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



147963 

LIB3168-098-P1-K1-H4 

BLASTX 

gl628583 

540 

2.0e-55 

138 
78 



18677 



NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147964 

LIB3168-098-P1-K1-H5 

BLASTN 

g4455339 

38 

2.0e-12 

114 

83 

Arabidopsis thaliana DNA chromosome 4, BAC clone T12J5 
(ESSAII project) 

147965 

LIB3168-098-P1-K1-H7 

BLASTN 

g725259 

105 

2.0e-52 

132 

95 

Arabidopsis thaliana oleosin mRNA, complete cds 
147966 

LIB3168-099-P1-K1-A1 

BLASTX 

g!628583 

335 

1.0e-42 

124 

75 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147967 

LIB3168-099-P1-K1-A10 

BLASTX 

gll2741 

744 

3.0e-79 

143 

97 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



147968 

LIB3168-099-P1-K1-A11 

BLASTX 

gll2737 



18678 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



624 

3.0e-65 

148 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147969 

LIB3168-099-P1-K1-A12 

BLASTN 

g4263038 

359 

0.0e+00 

383 

82 

Arabidopsis thaliana BAC T5L23 from chromosome IV, near 19 
cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147970 

LIB3168-099-P1-K1-A2 

BLASTX 

gl628583 

525 

1.0e-53 

111 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147971 

LIB3168-099-P1-K1-A3 

BLASTN 

g4589419 

181 

2.0e-97 

261 

69 

Arabidopsis thaliana genomic DNA, 
K2I5, complete sequence 



chromosome 5, TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147972 

LIB3168-099-P1-K1-A4 

BLASTX 

g226120 

248 

4.0e-21 

123 

40 

vicilin gene B [Saguinus oedipus] 



Seq. No. 



147973 



18679 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

.NCBI Description 



LIB3168-099-P1-K1-A5 

BLASTX 

gl628583 

769 

3.0e-82 

153 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147974 

LIB3168-099-P1-K1-A7 

BLASTX 

gl628583 

165 

1.0e-ll 

36 
89 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147975 

LIB3168-099-P1-K1-A8 

BLASTX 

gl628583 

536 

5.0e-55 

107 
97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147976 

LIB3168-099-P1-K1-B1 

BLASTN 

g2739359 

88 

1.0e-41 

215 

91 

Arabidopsis thaliana chromosome II BAC T9J22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

147977 

LIB3168-099-P1-K1-B10 

BLASTX 

gl!2682 

693 

3.0e-73 

148 
91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 



18680 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

147978 

LIB3168-099-P1-K1-B11 

BLASTX 

g3157944 

751 

4.0e-80 

145 

99 

(AC002131) Very strong similarity to aminomethyltransf erase 
precursor gb_U7 9769 from Mesembryanthemum crystallinum. 
ESTs gb_T43167, gb_T21076, gb_H36999, gb_T22773, 
gb_N38038, gb_T13742, gb_Z26545, gb_T20753 and gb_W43123 
come from this ge 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



147979 

LIB3168-Q99-P1-K1-B2 

BLASTX 

g881615 

655 

6.0e-69 

128 

99 

(U29142) fatty acid elongase 1 [Arabidopsis thaliana] 
>gi_3096921_emb_CAA18831.1_ (AL023094) fatty acid elongase 
1 [Arabidopsis thaliana] 

147980 

LIB3168-099-P1-K1-B3 

BLASTX 

gll2681 

533 

1.0e-54 

126 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808 936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147981 

LIB3168-099-P1-K1-B4 

BLASTX 

g4454042 

297 

6.0e-27 

97 

53 

(AL035394) putative protein [Arabidopsis thaliana] 
147982 

LIB3168-099-P1-K1-B5 

BLASTX 

gl628583 



18681 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 

8.0e-79 

153 

91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147983 

LIB3168-099-P1-K1-B6 

BLASTN 

g4567259 

335 

0.0e+00 

413 

98 

Arabidopsis thaliana chromosome II BAC F3K23 genomic 
sequence , complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147984 

LIB3168-099-P1-K1-B7 

BLASTX 

g4678226 

546 

4.0e-56 

131 
86 

(AC007135) putative 40S ribosomal protein S14 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147985 

LIB3168-099-P1-K1-B8 

BLASTX 

g2828296 

593 

1.0e-61 

117 

96 

(AL021687) RNase L inhibitor [Arabidopsis thaliana] 
147986 

LIB3168-099-P1-K1-B9 

BLASTX 

gll2682 

589 

4.0e-61 

138 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937__emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



147987 

LIB3168-099-P1-K1-C1 
BLASTX 



18682 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl628583 
435 

4.0e-43 

114 

76 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147988 

LIB3168-099-P1-K1-C10 

BLASTX 

gll2681 

643 

2.0e-67 

150 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

147989 

LIB3168-099-P1-K1-C11 

BLASTN 

g3738088 

41 

1.0e-13 

507 

38 

Arabidopsis thaliana chromosome II BAC T30L20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

147990 

LIB3168-099-P1-K1-C12 

BLASTX 

gl628583 

587 

5.0e-61 

121 

93 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb__CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147991 

LIB3168-099-P1-K1-C2 

BLASTN 

g2656029 

296 

1.0e-166 

430 
99 

Arabidopsis thaliana genomic 
MQB2 



DNA, chromosome 5, PI clone: 



18683 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147992 

LIB3168-099-P1-K1-C3 

BLASTX 

g!12681 

655 

9.0e-69 

128 
97 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi__166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147993 

LIB3168-099-P1-K1-C4 

BLASTX 

gl628583 

607 

3.0e-63 

120 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147994 

LIB3168-099-P1-K1-C5 

BLASTX 

gll2737 

617 

2.0e-64 

152 

78 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147995 

LIB3168-099-P1-K1-C6 

BLASTX 

gl628583 

558 

2.0e-57 

119 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



147996 

LIB3168-099-P1-K1-C7 
BLASTN 



18684 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2656030 
223 

1.0e-122 

414 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUL8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147997 

LIB3168-099-P1-K1-C8 

BLASTN 

g4263540 

37 

3.0e-ll 

49 

94 

Arabidopsis thaliana chromosome II BAC T6A13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

147998 

LIB3168-099-P1-K1-C9 

BLASTX 

gl628583 

671 

1.0e-70 

132 

96 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


147999 


Seq. ID 


LIB3168-099- 


Method 


BLASTX 


NCBI GI 


g3935148 


BLAST score 


568 


E value 


1.0e-58 


Match length 


131 


% identity 


85 


NCBI Description 


(AC005106) 


Seq. No. 


148000 


Seq. ID 


LIB3168-099 


Method 


BLASTX 


NCBI GI 


g4512684 


BLAST score 


677 


E value 


2.0e-71 


Match length 


136 


% identity 


100 


NCBI Description 


(AC006931) 



099-P1-K1-D1 



T25N20.12 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi_4559324_gb_AAD22986.1_AC007087__5 (AC007087) unknown 
protein [Arabidopsis thaliana] 

148001 

LIB3168-099-P1-K1-D12 

BLASTX 

gll2682 



18685 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



646 

9.0e-68 

147 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_16667 8 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12 S seed 
storage protein [Arabidopsis thaliana] 

148002 

LIB3168-099-P1-K1-D2 

BLASTX 

gl628583 

423 

6.0e-42 

95 

87 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_eiab_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148003 

LIB3168-099-P1-K1-D5 

BLASTX 

gll2682 

653 

1.0e-68 

134 
91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb__CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

148004 

LIB3168-099-P1-K1-D6 

BLASTX 

gl628583 

603 

1.0e-62 

120 

97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148005 

LIB3168-099-P1-K1-D8 

BLASTN 

g4580400 

50 

9.0e-20 

95 

94 

Arabidopsis thaliana chromosome II BAC T16I21 genomic 



18686 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence 
148006 

LIB3168-099-P1-K1-E1 

BLASTX 

gl592670 

370 

1.0e-35 

99 
71 

(X91920) dehydrin [Arabidopsis thaliana] 
>gi_4567280_gb_AAD23693.1_AC006841_21 (AC006841) 
dehydrin [Arabidopsis thaliana] 

148007 

LIB3168-099-P1-K1-E10 

BLASTN 

g3241920 

183 

2.0e-98 

400 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAE1, complete sequence [Arabidopsis thaliana] 



putative 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148008 

LIB3168-099-P1-K1-E11 

BLASTX 

g4455338 

831 

2.0e-89 

148 

100 

(AL035525) putative protein [Arabidopsis thaliana] 
148009 

LIB3168-099-P1-K1-E2 

BLASTN 

g3746057 

449 

0.0e+00 

460 

100 

Arabidopsis thaliana chromosome II BAC T16B12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

148010 

LIB3168-099-P1-K1-E3 

BLASTX 

gl628583 

634 

2.0e-66 

123 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18687 



® 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148011 

LIB3168-099-P1-K1-E4 

BLASTX 

gll2741 

731 

1.0e-77 

139 
99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148012 

LIB3168-099-P1-K1-E5 

BLASTX 

gl723958 

235 

1.0e-19 

96 
49 

PUTATIVE KINESIN-LIKE PROTEIN YGL216W 

>gi_2131622_pir S64238 hypothetical protein YGL216w - 

yeast (Saccharomyces cerevisiae) >gi_1322862__emb_CAA96933_ 
(Z72739) ORF YGL216w [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148013 

LIB3168-099-P1-K1-E6 

BLASTX 

gll2682 

608 

2.0e-63 

144 

81 

12 S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148014 

LIB3168-099-P1-K1-E7 

BLASTN 

g4589437 

253 

1.0e-140 

368 

99 ' - 

Arabidopsis thaliana genomic DNA f chromosome 3, PI clone: 
MPN9, complete sequence 



Seq. No. 
Seq. ID 



148015 

LIB3168-099-P1-K1-E8 



18688 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl628583 

541 

1.0e-55 

117 
91 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



O ^ • • 


148016 


Sea ID 


LIB3168-099-P1-K1-E9 




BLASTN 


NCBI GI 


gl6472 


BLAST score 


42 


Hj value 




Maticn lengun 


1 ^fi 


% identity 


O J 


nldi uescription 


z_ "fhal -i an^ -rPNTR *r(^"n^^t" nni t TTin^t "fTecrLient IGR tVD9 
Jr\ . LIlc--L-LciJ.i.ci J- r\_.N_~i i epea l. uiix u / iiwo i, xxc^u^iii- ° Jr _r ^ 


beg, jno . 


1^1 oUl / 




T.TR^I 68-099-P1-K1-F10 


Method 


DT TVC'PY 
iDlxfib i A 


JNCdI bl 


g^ 4001 


BLAST score 


o / 4 


E value 


/ . ue-jb 


Match length 


134 


% identity 


58 


NL-oi Description 


^riJjUO Jfi *i U ^ L) U. L. cl 1 L Vti piULClli [fU.QL'XUU^-'0±0 L. x i a. __. _1_a.11 a j 


beg. jno. 


14oUlO 


beg. iu 


T TR^1 fifi— HQQ-P1 — K1 — Fl 9 


Metnoa 


DT HCfPY 
DLtAb X A 




gziz joo / 




309 


E value 


9.0e-37 


Match length 


119 


% identity 


72 


NCBI Description 


oleosin isoform - Arabidopsis thaliana 




>gi 987014 emb CAA90877 (Z54164) oleosin [Arabidops 




thaliana] >gi 987016_emb_CAA90878_ (Z54165) oleosin 




[Arabidopsis thaliana] 


Seg. No. 


148019. 


Seg. ID 


LIB3168-099-P1-K1-F2 


Method 


BLASTN 


NCBI GI 


g2264312 


BLAST score 


309 


E value 


1.0e-173 


Match length 


443 



% identity 

NCBI Description 



93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
M0K16, complete seguence [Arabidopsis thaliana] 



PI clone: 



Seg. No. 
Seg. ID 

Method 



148020 

LIB3168-099-P1-K1-F3 
BLASTX 



18689 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll2741 
430 

8.0e-43 

86 
94 

2S SEED STORAGE PROTEIN 3 PRECURSOR {2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148021 

LIB3168-099-P1-K1-F5 

BLASTX 

g2244906 

460 

5.0e-46 

88 
99 

(Z97339) indole-3-acetate beta-glucosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148022 

LIB3168-099-P1-K1-F6 

BLASTX 

gl628583 

450 

6.0e-45 

117 

78 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148023 

LIB3168-099-P1-K1-F7 

BLASTN 

g4079614 

372 

0.0e+00 

393 

98 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148024 

LIB3168-099-P1-K1-F9 

BLASTN 

g3402747 

415 

0.0e+00 

444 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6K22 
(ESSAII project) 



18690 



CI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148025 

LIB3168-099-P1-K1-G1 

BLASTX 

gll2737 

182 

4.0e-47 

137 

74 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68853_pir NWMU1 2S albumin 1 precursor - 

Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870__ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

148026 

LIB3168-099-P1-K1-G11 

BLASTX 

gll2743 

778 

3.0e-83 

151 

97 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68856_pir_NWMU4 2S albumin 4 precursor - 
Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 

148027 

LIB3168-099-P1-K1-G12 

BLASTX 

gl35535 

501 

9.0e-51 

106 

96 

T-COMPLEX PROTEIN 1, ALPHA SUBUNIT (TCP-1-ALPHA) 
(CCT-ALPHA) >gi_322602_pir JN0448 t-complex polypeptide 

Tcp-1 - Arabidopsis thaliana >gi_217 871_dbj_BAA01955_ 
(D11351) t-complex polypeptide 1 homologue [Arabidopsis 

thaliana] >gi_2326265_dbj_BAA21772_ (D11352) CCT 

alpha/TCP-1 [Arabidopsis thaliana] 

148028 

LIB3168-099-P1-K1-G3 

BLASTX 

gll2741 

608 

2.0e-63 

114 

98 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 



18691 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

148029 

LIB3168-099-P1-K1-G4 

BLASTX 

g4204308 

425 

7.0e-42 

85 

84 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

148030 

LIB3168-099-P1-K1-G5 

BLAST N 

g304110 

309 

1.0e-173 

346 

99 

Arabidopsis thaliana signal recognition particle 54 kDa 
subunit (Srp54-1) gene, complete cds 

148031 

LIB3168-099-P1-K1-G6 

BLASTX 

g3264805 

705 

9.0e-75 

136 
97 

(AF071788) phosphoenolpyruvate carboxylase [Arabidopsis 
thaliana] >gi_4079630_emb_CAA10486_ (AJ131710) phospho 
enole pyruvate carboxylase [Arabidopsis thaliana] 

148032 

LIB3168-099-P1-K1-G8 

BLASTX 

gl628583 

499 

2.0e-50 

101 
100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

148033 

LIB3168-099-P1-K1-G9 

BLASTX 

g4204299 



18692 



CI 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

1.0e-68 

139 
99 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

148034 

LIB3168-099-P1-K1-H1 

BLASTX 

gll2682 

590 

3.0e-61 

117 
96 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81 605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

148035 

LIB3168-099-P1-K1-H10 

BLASTN 

g2583106 

168 

1.0e-89 

241 

93 

Arabidopsis thaliana chromosome II BAC F4L23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

148036 

LIB3168-099-P1-K1-H12 

BLASTX 

gll2681 

663 

9.0e-70 

150 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

148037 

LIB3168-099-P1-K1-H2 

BLASTX 

gl628583 

642 

3.0e-67 

123 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18693 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148038 

LIB3168-099-P1-K1-H3 

BLASTX 

gll2682 

696 

1.0e-73 

157 
83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - 'Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148039 

LIB3168-099-P1-K1-H4 

BLASTX 

gl628583 

314 

4.0e-29 

69 

87 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



148040 

LIB3168-099-P1-K1-H5 

BLASTN 

g4097693 

79 

5.0e-37 

95 

96 

Arabidopsis thaliana prohibitin 1 
cds 



(Atphbl) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148041 

LIB3168-G99-P1-K1-H7 

BLASTN 

g4580454 

383 

O.Oe+00 

419 

99 

Arabidopsis thaliana chromosome II BAC T2G17 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



148042 

LIB3168-099-P1-K1-H8 

BLASTX 

gl628583 

811 

4.0e-87 

156 

99 



18694 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity- 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

148043 

LIB3168-100-P1-K1-A1 

BLASTX 

gll2739 

337 

2.0e-51 

131 

82 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205__emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

148044 

LIB3168-100-P1-K1-A10 

BLASTN 

g4510338 

433 

0.0e+00 

441 

100 

Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence, complete sequence 

148045 

LIB3168-100-P1-K1-A11 

BLASTX 

gll2682 

639 

6.0e-67 

146 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94__ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

148046 

LIB3168-100-P1-K1-A12 

BLASTX 

gl628583 

599 

2.0e-62 

126 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18695 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



148047 

LIB3168-100-P1-K1-A2 

BLASTX 

gl628583 

626 

2.0e-65 

123 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

148048 

LIB3168-100-P1-K1-A3 

BLASTN 

g4586098 

244 

1.0e-135 

437 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16J13 
(ESSA project) 

148049 

LIB3168-100-P1-K1-A4 

BLASTX 

gl!70505 

531 

3.0e-54 

105 

97 

EUKARYOTIC INITIATION FACTOR 4A-2 (EIF-4A-2) 

>gi_322504_pir JC1453 translation initiation factor 

eIF-4A2 - Arabidopsis thaliana > gi_l 65 5 6_emb_CAA4 618 9__ 
(X65053) eukaryotic translation initiation factor 4A-2 
[Arabidopsis thaliana] >gi_4585969_gb_AAD25605 . 1_AC005287_7 
(AC005287) Eukaryotic Initiation Factor 4A-2 [Arabidopsis 
thaliana] 

148050 

LIB3168-100-P1-K1-A6 

BLASTX 

g2505876 

332 

5.0e-31 

72 

86 

(Y12776) MYB-related protein [Arabidopsis thaliana] 
148051 

LIB3168-100-P1-K1-A7 

BLASTX 

gll2681 

433 

8.0e-43 

144 

61 



18696 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936__emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

148052 

LIB3168-100-P1-K1-A8 

BLASTN 

g2564049 

305 

1.0e-171 

372 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLE2, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148053 

LIB3168-100-P1-K1-A9 

BLASTX 

gl628583 

529 

5.0e-54 

120 

85 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

148054 

LIB3168-100-P1-K1-B1 

BLASTX 

gll2737 

600 

2.0e-62 

143 

81 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

148055 

LIB3168-100-P1-K1-B11 

BLASTX 

g67842 

225 

1.0e-18 

80 
60 

H+-transporting ATP synthase (EC 3.6.1.34) beta chain - 
spinach chloroplast >gi_343355 (J01441) ATPase beta subunit 

[Spinacia oleracea] >gi_223530_prf 0811259A ATPase beta 

[Spinacia oleracea] 



18697 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148056 

LIB3168-100-P1-K1-B12 

BLASTX 

gll2681 

737 

2.0e-78 

140 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


148057 


Seq. ID 


LIB3168-100-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


glo28583 


BLAST score 


404 


E value 


z . Ue-39 


Match length 


112 


% identity 


73 


NCBI Description 


{U66916) 12S cruciferin seed storage protein 




t hal iana ] >gi_2 84249 5_emb_C AA1 6892_ (AL 021749 




cruciferin seed storage protein [Arabidopsis 


Seq. No. 


148058 


Seq. ID 


LIB3168-100-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g542157 


BLAST score 


585 


E value 


1.0e-60 


Match length 


136 


% identity 


ol 


NCBI Description 


ribosoiual 5S RNA-binding protein — Rice 


Seq. No. 


148059 


Seq. ID 


LIB3168-100-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3269286 


BLAST score 


453 


E value 


9.0e-57 


Match length 


141 


% identity 


90 


NCBI Description 


(AL030978) putative protein [Arabidopsis thai 


Seq. No. 


148060 


Seq. ID 


LIB3168-100-P1-K1-B7 


Method 


BLASTN 


NCBI GI 


g3046852 


BLAST score 


268 


E value 


1.0e-149 


Match length 


433 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome , 



MQJ16, complete sequence [Arabidopsis thaliana] 



18698 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148061 

LIB3168-100-P1-K1-B9 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148062 

LIB3168-100-P1-K1-C1 

BLASTN 

g2564049 

171 

1.0e-91 

171 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLE2, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148063 

LIB3168-100-P1-K1-C10 

BLASTX 

gl628583 

752 

3.0e-80 

145 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148064 

LIB3168-100-P1-K1-C11 

BLASTX 

gll2741 

771 - 

2.0e-82 

143 

100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



148065 

LIB3168-100-P1-K1-C12 

BLASTN 

g4753195 

227 



18699 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
;E value 
Match length 
% identity 
NCBI Description 



1.0e-124 

416 
100 

Arabidopsis thaliana BAC F15A18 from chromosome V near 68.5 
cM, complete sequence 



148066 

LIB3168-100-P1-K1-C2 
BLASTX 
gll2737 
598 

4.0e-62 
124 
90 

2S SEED STORAGE PROTEIN 
PROTEIN) >gi_68853_pir_ 



1 PRECURSOR (2S ALBUMIN STORAGE 
_ NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb__CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

148067 

LIB3168-100-P1-K1-C3 

BLASTX 

gll69598 

629 

9.0e-66 

126 

90 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 

148068 

LIB3168-100-P1-K1-C6 

BLASTX 

gll2681 

646 

9.0e-68 

148 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi__166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

148069 

LIB3168-100-P1-K1-C7 

BLASTN 

gl6231 

112 

4.0e-56 

176 

95 

Arabidopsis CRA1 gene for 12S seed storage protein 



18700 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_166675_gb_M37247_ATHCRAlAA A. thaliana 12S storage 
protein CRA1 gene, exons 1-4 

148070 

LIB3168-100-P1-K1-C8 

BLASTX 

g!12741 

764 

1.0e-81 

145 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >qi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148071 

LIB3168-100-P1-K1-C9 

BLASTX 

gl628583 

441 

9.0e-44 

149 

62 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148072 

LIB3168-100-P1-K1-D1 

BLASTX 

gll2682 

555 

3.0e-57 

126 

89 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

148073 

LIB3168-100-P1-K1-D10 

BLASTN 

g4733991 

38 

7.0e-12 

82 

87 

Arabidopsis thaliana chromosome II BAC T4D8 genomic 
sequence, complete sequence 



Seq. No. 



148074 



18701 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3168-100-P1-K1-D11 

BLASTX 

gll2681 

631 

5.0e-66 

144 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148075 

LIB3168-100-P1-K1-D12 

BLASTX 

gll2682 

650 

3.0e-68 

136 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor {CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148076 

LIB3168-100-P1-K1-D2 

BLASTX 

gll2737 

624 

3.0e-65 

146 

82 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_3 9520 4__emb_CAA8 087 0_ 
(Z2*4745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148077 

LIB3168-100-P1-K1-D3 

BLASTX 

gl628583 

153 

5.0e-10 

81 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



148078 

LIB3168-100-P1-K1-D4 



18702 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

gll2737 

605 

5.0e-63 

143 

82 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__3 9520 4_emb_CAA8 087 0_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

148079 

LIB3168-100-P1-K1-D5 

BLASTX 

gl628583 

625 

3.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

148080 

LIB3168-100-P1-K1-D6 

BLASTX 

g2288981 

312 

1.0e-28 

64 
52 

(AC002335 
thaliana] 



calcium binding protein isolog [Arabidopsis 
>gi_3763938 (AC004450) putative calcium binding 



protein [Arabidopsis thaliana] 
148081 

LIB3168-100-P1-K1-D7 

BLASTN 

g4490701 

147 

4.0e-77 

147 

53 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 

148082 

LIB3168-100-P1-K1-D8 

BLASTX 

g2827621 

312 

1.0e-28 

136 

45 



BAC clone T24A18 



18703 



NCBI Description (AL021636) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148083 

LIB3168-100-P1-K1-D9 

BLASTN 

g4455262 

316 

1.0e-178 

436 
100 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F17L22 



148084 

LIB3168-100-P1-K1-E1 

BLASTX 

gl628583 

467 

6.0e-47 

100 

8& 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

148085 

LIB3168-100-P1-K1-E10 

BLASTX 

gl628583 

669 

2.0e-70 

148 

88 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_einb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

148086 

LIB3168-100-P1-K1-E11 

BLASTN 

g4584351 

75 

5.0e-34 

299 

89 

Arabidopsis thaliana chromosome II BAC T12H3 genomic 
sequence, complete sequence 

148087 

LIB3168-100-P1-K1-E12 

BLASTX 

gll2741 

750 

6.0e-80 

141 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 



18704 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PROTEIN) >gi_68855__pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

148088 

LIB3168-100-P1-K1-E2 

BLASTX 

gll2681 

648 

5.0e-68 

147 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148089 

LIB3168-100-P1-K1-E3 

BLASTX 

gl628583 

557 

2.0e-57 

119 

90 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

148090 

LIB3168-100-P1-K1-E4 

BLASTX 

gll2737 

517 

4.0e-59 

147 

80 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68853_pir_NWMUl 2S albumin 1 precursor - 
Arabidopsis thaliana >gi__166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_44 90710_emb_CAB3884 4.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



148091 

LIB3168-100-P1-K1-E5 

BLASTX 

g2462749 

231 

4.0e-19 

117 

38 



18705 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 

148092 

LIB3168-100-P1-K1-E6 

BLASTN 

g3327922 

146 

3.0e-76 

424 

99 

Arabidopsis thaliana chromosome II BAC T31E10 genomic 
sequence , complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148093 

LIB3168-100-P1-K1-E8 

BLASTX 

gll2737 

619 

1.0e-64 

146 
82 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 



Seq, No. 


148094 


Seq. ID 


LIB3168-100-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3935148 


BLAST score 


736 


E value 


2.0e-78 


Match length 


147 


% identity 


97 


NCBI Description 


(AC005106) T25N20.12 [Arabidopsis thaliana] 


Seq. No. 


148095 


Seq. ID 


LIB3168-100-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


gl531762 


BLAST score 


195 


E value 


7.0e-15 


Match length 


51 


% identity 


75 


NCBI Description 


(Y077 65) S-adenosylmethionine decarboxylase 




thaliana] 


Seq. No. 


148096 


Seq. ID 


LIB3168-100-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


gll2741 


BLAST score 


50 


E value 


4.0e-69 



18706 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135 
94 

2S SEED STORAGE PROTEIN 3 PRECURSOR (23 ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB3884 6.1__ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

148097 

LIB3168-100-P1-K1-F4 

BLASTX 

g!12739 

398 

9.0e-39 

119 

69 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 23 subunit 

2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

148098 

LIB3168-100-P1-K1-F5 

BLASTX 

gll2741 

572 

2.0e-73 

136 

95 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 

3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

148099 

LIB3168-100-P1-K1-F6 

BLASTX 

gl628583 

430 

9.0e-43 

96 

86 

{U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



148100 

LIB3168-100-P1-K1- 
BLASTX 



F7 



18707 




NCBI GI 


glbzoooj 


BLAST score 


ozo 


E value 


2.0e-65 


Match length 


120 


% identity 


1UU 


NCBI Description 


(Ubbyioj izb cruciierm seea storage protein Lmajjiuopsis 




thalianaj >gi zo4z49o_e]iUD_CAAiooyz_ tALUZi/4y; izb 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


148101 


Seq. ID 


LIBoloo-lUU— rl-Kl-i o 


Method 




NCBI GI 


gl628583 


BLAST score 


A A 

699 


E value 


5.0e-74 


Match length 


136 


% identity 


y / 


NCBI Description 


(U6691o) lzS cruciierm seed storage protein L Ar a£>iaopsis 




tnalianaj >gi zo4z4yo eitiD uAAit>oyz_ ^ALiUZi/4y; izt> 




cruciierm seed storage protein [jfiraDiuopsis tnalianaj 


Seq. No. 


1 A O *l A A 

148102 


Seq. ID 


T TD"51 £ Q _ 1 A A _ D 1 _ IPQ 

LlDOiDO-lUU-ri-M-r y 


Method 


rj t 7\ o T 1 V 

dLAoIa 


NCBI GI 


gl724100 


BLAST score 


319 


E value 


z . Oe-zy 


Match length 


149 


% identity 


41 


NCBI Description 


(U79765) porin [Mesembryanthemum crystallinum] 


Seq. No. 


148103 


Seq. ID 


T TD01 fZ O 1 A A Til TS"\ pi 

LIBolbo-lUU— r 1— Kl— (jl 


Method 


BLASTX 


NCBI GI 


1 /'AQCO'3 

gl628583 


BLAST score 


595 


E value 


8.0e-62 


Match length 


146 


% identity 


O A 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi 28424 95_emb_CAAl 68 9z_ (AL02174 9) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


*1 A A "1 A A 

148104 


Seq. ID 


T TD01 CQ 1 AA T)1 f 1 r^l A 


Method 


T3T 7\ OHTV 

BliAolA 


NCBI GI 


gl628583 


BLAST score 


622 


E value 


6.0e-65 


Match length 


120 


% identity 


99 


wldi Description 


^UoDyiDj izo crucirerm seea storage protein [HraDiuopsib 




thaliana] >gi_2842495_emb_CAA168 92_ (AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


148105 


Seq. ID 


LIB3168-100-P1-K1-G11 



18708 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



BLASTX 

gl628583 

621 

7.0e-65 

120 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95_emb_CAA16892__ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148106 

LIB3168-100-P1-K1-G12 

BLASTX 

gl628583 

763 

2.0e-81 

151 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148107 

LIB3168-100-P1-K1-G3 

BLASTX 

gl628583 

605 

6.0e-63 

120 
97 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148108 

LIB3168-100-P1-K1-G4 

BLASTN 

g511598 

129 

2.0e-66 

241 

84 

Arabidopsis thaliana cell wall protein (APTR-1) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148109 

LIB3168-100-P1-K1-G5 

BLASTX 

gl628583 

485 

5.0e-49 

128 

76 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



18709 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148110 

LIB3168-100-P1-K1-G6 

BLASTX 

g3935137 

243 

1.0e-20 

48 

98 

(AC005106) T25N20.1 [Arabidopsis thaliana] 
148111 

LIB3168-100-P1-K1-G7 

BLASTX 

g4678327 

437 

2.0e-43 

90 

92 

(AL049658) putative cyclic nucleotide-gated channel 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148112 

LIB3168-100-P1-K1-G8 

BLASTX 

gll2682 

680 

8.0e-72 ' 

141 

91 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605j?ir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148113 

LIB3168-100-P1-K1-G9 

BLASTX 

g2352921 

269 

1.0e-23 

94 

79 

(AF012862) cytosolic glucose-6-phosphate dehydrogenase 1 
[Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148114 

LIB3168-100-P1-K1-H1 

BLASTX 

g!12681 

643 

2.0e-67 

148 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 



18710 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

148115 

LIB3168-100-P1-K1-H10 

BLASTX 

gl!2737 

605 

5.0e-63 

143 

82 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 2S subunit 
1 precursor [Arabidopsis thaliana] >gi__395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 
precursor [Arabidopsis thaliana] 

148116 

LIB3168-100-P1-K1-H12 

BLASTX 

gl628583 

227 

6.0e-19 

48 

92 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

148117 

LIB3168-100-P1-K1-H2 

BLASTX 

g!628583 

788 

2.0e-84 

151 

99 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb__CAA168 92_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-100-P1-K1-H4 



148118 
LIB3168- 
BLASTX 
gll2737 
617 

2.0e-64 

128 

91 

2S SEED STORAGE PROTEIN 1 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68853 pir NWMU1 2S albumin 1 precursor - 
Arabidopsis thaliana >gi_166614 (M22033) albumin 23 subunit 
1 precursor [Arabidopsis thaliana] >gi_395204_emb_CAA80870_ 
(Z24745) 2S albumin isoform 1 [Arabidopsis thaliana] 
>gi_4490710_emb_CAB38844.1_ (AL035680) NWMU1-2S albumin 1 



18711 



precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148119 

LIB3168-100-P1-K1-H6 

BLASTX 

gl628583 

121 

2.0e-55 

118 

95 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148120 

LIB3168-100-P1-K1-H7 

BLASTN 

g4159710 

453 

0.0e+00 

453 

100 

Arabidopsis thaliana genomic 
MSD23, complete sequence 



DNA, chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148121 

LIB3168-100-P1-K1-H8 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_embj:AA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

148122 

LIB3168-100-P1-K1-H9 

BLASTX 

g2924509 

208 

2.0e-16 

84 

48 

(AL022023) subtilisin proteinase-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148123 

LIB3175-001-Q1-K1-A1 

BLASTN 

g4263694 

227 

1.0e-124 

351 
100 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 



18712 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



sequence, complete sequence [Arabidopsis thaliana] 
148124 

LIB3175-001-Q1-K1-A10 

BLASTX 

g2497753 



3 PRECURSOR (LTP 3) 



BLAbl score 


9 


E value 




Match length 


yo 


^ lQentity 




NCBI Description 








[Prunus dulcis] 


beq. no* 


14 0 1ZD 


beq. ID 


T Tmi T R — fifll —HI — ffl — Zi1 9 
LlDjl / 0 UU1 yi M nli 


Method 


BLAb IX 


vt/1 T") T /"* T 

NCBI GI 


~o a con a a 
gZ<toZ / 4o 


BLAST score 


212 


E value 


4 . Oe-17 


Match length 


dZ 


% identity 


87 


NCBI Description 


(AC002292) Similar to ATP-citrate-. 




thaliana] 


Seq. No. 


148126 


Seq. ID 


LIB3175-001-Q1-K1-A2 


Method 


DT Tlf (T1V 

BLASTX 


NCBI GI 


gl66765 


BLAST score 


621 


E value 


b . Ue-bo 


Match length 


llo 


^ lueriT-ity 


i nn 


NCBI Description 


(M23106) heat shock protein HSP70- 


Seq. No. 


148127 


Seq. ID 


LIB3175-001-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl32074 


BLAST score 


550 


E value 


1.0e-56 


Match length 


104 


% identity 


99 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

148128 

LIB3175-001-Q1-K1-A4 

BLASTX 

g3885943 

605 

5.0e-63 

119 

100 

(AF095455) PII protein [Arabidopsis thaliana] 



18713 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4558559_gb_AAD22652.1__AC007138_16 (AC007138) P II 
nitrogen sensing protein GLB I [Arabidopsis thaliana] 

148129 

LIB3175-001-Q1-K1-A6 

BLASTN 

g3702730 

42 

2.Ge-14 

205 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAB16, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148130 

LIB3175-001-Q1-K1-A7 

BLASTX 

gl6245 

649 

3.0e-68 

130 

97 

(X51514) precursor acetolactate synthase (670 AA) 
[Arabidopsis thaliana] 

148131 

LIB3175-001-Q1-K1-A9 

BLASTX 

g3860277 

71 

2.0e-34 

80 

98 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

148132 

LIB3175-001-Q1-K1-B1 

BLASTX 

g2129538 

320 

1.0e-29 

62 
100 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148133 

LIB3175-001-Q1-K1-B10 

BLASTN 

g3650026 

202 

1.0e-110 

222 

98 

Arabidopsis thaliana chromosome II BAC T26I20 genomic 



18714 



sequence, complete sequence [Arabidopsis thaliana] 



C 1 >-» r*r XT y\ 

beq. no. 


1 A Q 1 *3 A 
14 O 1 J4 


Seq. ID 


T TO"31 Aft1 f*M IX" 1 nl 1 

Lioji /o-uui-yi-j\i— isii 


Method 


BLASTX 


NCBI GI 


g2342734 


BLAST score 


/" 1 A 

614 


E value 


7 . Oe-67 


Match length 


121 


% identity 


95 


NCBI Description 


(AC002341) DNA-binding protein isolog [Arabidopsis 




thaliana] 


Seq. No. 


14o loo 


Seq. ID 


LIB3175-001-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


A t~ A A A 1 ^ 

g4544412 


BLAST score 


237 


E value 


7.0e-20 


Match length 


84 


% identity 


45 


NCBI Description 


(AC006955) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


148136 


Seq. ID 


LIB3175-001-Q1-K1-B3 


Method 


BLASTN 


NCBI GI 


g2961335 


BLAST score 


396 


E value 


0.0e+00 


Match length 


396 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F1N20 




(ESSAII project) 


Seq. No. 


148137 


Seq. ID 


LIB3175-001-Q1-K1-B4 


Method 


BLASTN 


NCBI GI 


g4263694 


BLAST score 


207 


E value 


1. 0e-113 


Match length 


375 


% identity 


89 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F22D22 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


148138 


Seq. ID 


LIB3175-001-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2827636 


BLAST score 


514 


E value 


2.0e-52 


Match length 


106 


% identity 


98 


NCBI Description 


(AL021636) aspartate aminotransferase [Arabidopsis 




thaliana] 


Seq. No. 


148139 



18715 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-001-Q1-K1-B6 

BLASTN 

g3080352 

19 

1.3e+00 

389 
95 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T5K18 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148140 

LIB3175-001-Q1-K1-B7 

BLASTN 

g3869064 

51 

1.0e-19 

148 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K1013, complete sequence [Arabidopsis thaliana] 



TAC clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148141 

LIB3175-001-Q1-K1-B8 

BLASTX 

g2262167 

670 

1.0e-70 

128 

100 

(AC002329) 
thaliana] 



cytosolic ribosomal protein S4 [Arabidopsis 



Seq. No. 


148142 


Seq. ID 


LIB3175-001-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2660677 


BLAST score 


702 


E value 


2.0e-74 


Match length 


132 


% identity 


100 


NCBI Description 


(AC002342) unknown protein [Arabidops 


Seq. No. 


148143 


Seq. ID 


LIB3175-001-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2497542 


BLAST score 


598 


E value 


3.0e-62 


Match length 


132 


% identity 


87 


NCBI Description 


PYRUVATE KINASE, CHLOROPLAST ISOZYME 



G PRECURSOR 

>gi_629696_pir S44287 pyruvate kinase, plastid - common 

tobacco >gi_482938_emb_CAA82223_ (Z28374) Pyruvate kinase 
plastid isozyme [Nicotiana tabacum] 



Seq. No. 
Seq. ID 



148144 

LIB3175-001-Q1-K1-C10 



18716 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3879145 

195 

6.0e-15 

73 

51 

(Z93386) 
placenta 



predicted using Genefinder; Similarity to Human 
(DIFF33) protein (TR:Q13530); cDNA EST ykl98all.5 



Seq. No. 
Seq. ID 



comes from this gene [Caenorhabditis elegans] 
148145 

LIB3175-001-Q1-K1-C11 

BLASTN 

g556473 

298 

1.0e-167 

337 
100 

Arabidopsis thaliana mRNA for ERD14 protein, complete cds 
148146 

LIB3175-001-Q1-K1-C12 

BLASTX 

g3860277 

410 

3.0e-40 

81 

100 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

148147 

LIB3175-001-Q1-K1-C4 

BLASTX 

g4107099 

302 

9.0e-34 

90 

80 

(AB015141) AHP1 [Arabidopsis thaliana] 

>gi_4156245_dbj_BAA37112_ (AB012570) ATHP3 [Arabidopsis 
thaliana] 

148148 

LIB3175-001-Q1-K1-C5 

BLASTN 

g3046852 

302 

1.0e-169 

404 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQJ16, complete sequence [Arabidopsis thaliana] 

148149 

LIB3175-001-Q1-K1-C6 



18717 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4757395 

359 

0.0e+00 

390 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21L13, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



148150 

LIB3175-001-Q1-K1-C8 

BLASTX 

g4559339 

153 

5.0e-10 
58 
59 

(AC007087) 
thaliana] 



putative ATP-dependent RNA helicase [Arabidopsis 



148151 

LIB3175-001-Q1-K1-C9 

BLASTX 

g2146734 

212 

6.0e-17 

37 

92 

GAST1 protein homolog 



(clone GASA4) - Arabidopsis thaliana 



148152 

LIB3175-001-Q1-K1-D1 

BLASTX 

g3738261 

288 

7.0e-26 

98 

68 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 

148153 

LIB3175-001-Q1-K1-D10 

BLASTX 

g4115377 

368 

3.0e-35 

109 

71 

(AC005967) unknown protein [Arabidopsis thaliana] 
148154 

LIB3175-001-Q1-K1-D11 

BLASTN 

g4309747 

292 

1.0e-163 



18718 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401 
100 

Arabidopsis thaliana chromosome II BAC T13E11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

148155 

LIB3175-001-Q1-K1-D12 

BLASTX 

g2130051 

379 

1.0e-36 

100 
70 

xylose isomerase (EC 5.3 
>gi_l 2 9 6 8 0 7_emb_CAA6 4 5 4 4_ 
[Hordeum vulgare] >gi_1588664_prf 
isomerase [Hordeum vulgare] 



1.5) - barley 
(X95256) xylose isomerase 
2209268A xylose 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148156 

LIB3175-001-Q1-K1-D2 

BLASTX 

gll69476 

570 

6.0e-59 

120 

93 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) ( VI TRONECT IN-LI KE 
ADHESION PROTEIN 1) (PVN1) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148157 

LIB3175-001-Q1-K1-D3 

BLASTN 

g4049332 

284 

1.0e-158 

396 
99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F8B4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



148158 

LIB3175-001-Q1-K1-D5 

BLASTX 

g4678935 

525 

1.0e-53 

104 

98 

(AL049711) putative protein [Arabidopsis thaliana] 
148159 

LIB3175-001-Q1-K1-D6 

BLASTN 

g3176695 

208 

1.0e-113 



18719 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



401 
99 

Arabidopsis thaliana chromosome I BAC F14J9 genomic 
sequence contains phyA marker, complete sequence 
[Arabidopsis thaliana] 



148160 

LIB3175-001-Q1-K1-D8 

BLASTX 

g99752 

438 

2.0e-43 

113 

84 

protochlorophyllide reductase 
Arabidopsis thaliana 



(EC 1.3.1.33) precursor - 



148161 

LIB3175-001-Q1-K1-D9 

BLASTX 

g2738248 

535 

7.0e-55 

102 

100 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

148162 

LIB3175-001-Q1-K1-E1 

BLASTX 

gl550740 

577 

9.0e-60 

111 

100 

(Y07961) GDP-associated inhibitor [Arabidopsis thaliana] 
148163 

LIB3175-001-Q1-K1-E10 

BLASTX 

g4006834 

614 

4.0e~64 

120 

100 

(AC005970) enoyl-ACP reductase (enr-A) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



148164 

LIB3175-001-Q1-K1-E11 

BLASTX 

gll6527 

556 

3.0e-57 

120 

87 



18720 



NCBI Description PROBABLE CLPP-LlKE PROTEASE (ENDOPEPTIDASE CLP) (ORF 196) 
>gi_1143166 (U32397) ClpP protease [Nicotiana tabacum] 
>gi_2924270_emb_CAA77422_ (Z00044) ATP -dependent protease 
proteolytic subuni [Nicotiana tabacum] 



Seq. No. 


148165 


Seq. ID 


LIB317 5-001-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g4589398 


BLAST score 


373 


E value 


7 . Oe-36 


Match length 


81 


% identity 


81 


NCBI Description 


(D89972) asparaginyl endopeptidase (VmPE-lA) [Vigna mungo] 


Seq. No. 


148166 


Seq. ID 


LIB3175-001-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g2499542 


BLAST score 


515 


E value 


2.0e-52 


Match length 


123 


% identity 


78 


NCBI Description 


IRON(III)-ZINC(II) PURPLE ACID PHOSPHATASE PRECURSOR (PAP) 


>gi_1218042 (U48448) secreted purple acid phosphatase 




precursor [Arabidopsis thaliana] 


Seq. No. 


148167 


Seq. ID 


LIB3175-001-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g231587 


BLAST score 


64 


E value 


2.0e-40 


Match length 


115 


% identity 


76 


NCBI Description 


ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 




>gi_283001_pir S25304 H+-transporting ATP synthase (EC 




3.6.1.34) beta chain precursor, mitochondrial - rice 




>gi_218147_dbj_BAA01372_ (D104 91) mitochondrial Fl-ATPase 




[Oryza sativa] 


Seq. No. 


148168 


Seq. ID 


LIB3175-001-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3201632 


BLAST score 


285 


E value 


1.0e-25 


Match length 


104 


% identity 


54 


NCBI Description 


(AC004669) putative 2A6 protein [Arabidopsis thaliana] 


Seq. No. 


148169 


Seq. ID 


LIB3175-001-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3123271 


BLAST score 


499 


E value 


1.0e-50 



18721 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



114 
85 

40S RIBOSOMAL PROTEIN S6 >gi_2224751_emb_CAA74381_ 
ribosomal protein S6 [Arabidopsis thaliana] 



(Y14052) 



148170 

LIB3175-001-Q1-K1-E8 

BLASTX 

g399013 

478 

4.0e-48 

93 

100 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP,ATP carrier protein - Arabidopsis 

thaliana (fragment) >giJL6175_emb_CAA46518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

148171 

LIB3175-001-Q1-K1-E9 

BLASTX 

g2245030 

410 

3.0e-40 

113 

74 

(Z97341) apetala2 domain TINY homolog [Arabidopsis 
thaliana] 

148172 

LIB3175-001-Q1-K1-F1 

BLASTX 

g3763919 

517 

9.0e-53 

125 

82 

(AC004450) putative isopropylmalate dehydratase 
[Arabidopsis thaliana] >gi_4531436_gb_AAD22121 . 1_AC006224_3 
(AC006224) putative isopropylmalate dehydratase 
[Arabidopsis thaliana] 

148173 

LIB3175-001-Q1-K1-F10 

BLASTX 

g!237102 

207 

2.0e-16 

87 

53 

(L40358) calmodulin-binding protein [Arabidopsis thaliana] 

>gi_1589171_prf 2210340A calmodulin-binding protein 

[Arabidopsis thaliana] 



18722 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148174 

LIB3175-001-Q1-K1-F11 

BLASTX 

g2252840 

470 

3.0e-47 

125 

67 

(AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P38767) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148175 

LIB3175-001-Q1-K1-F12 

BLASTX 

gl550740 

568 

1.0e-58 

110 

99 

(Y07961) GDP-associated inhibitor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148176 

LIB3175-001-Q1-K1-F2 

BLASTN 

g3869073 

120 

6.0e-61 

337 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MKN22, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148177 

LIB3175-001-Q1-K1-F3 

BLASTX 

g2117612 

717 

3.0e-76 

131 

100 

catalase (EC 1.11.1.6) 



3 - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148178 

LIB3175-001-Q1-K1-F4 

BLASTX 

gl669387 

439 

1.0e-43 

82 
100 

(U41998) actin 2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



148179 

LIB3175-001-Q1-K1-F5 

BLASTX 

gll5778 

85 



18723 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-16 

79 
65 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_282896_pir S22511 chlorophyll 

a/b-binding protein (cab-1) - white mustard 
>gi_21138_emb_CAA34459_ (X16436) chlorophyll a/b-binding 
protein (AA 1-266) [Sinapis alba] >gi_21140_emb_CAA33903_ 
(X15894) chlorophyll a/b-binding polypeptide [Sinapis alba] 

148180 

LIB3175-001-Q1-K1-F6 

BLASTX 

gl246019 

576 

1.0e-59 

115 
96 

(S80554) chalcone synthase, CHS [Arabidopsis, Landsberg 
erecta, tt4, Peptide Mutant, 395 aa] [Arabidopsis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148181 

LIB3175-001-Q1-K1-F7 

BLASTN 

g4220510 

220 

1.0e-120 

378 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
{ESSAII project) 



F22K18 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148182 

LIB3175-001-Q1-K1-F8 

BLASTX 

g4538943 

493 

6.0e-50 
126 
79 

(AL049483) 
thaliana] 



putative beta-galactosidase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148183 

LIB3175-001-Q1-K1-F9 

BLASTX 

gl718097 

322 

7.0e-30 

95 

60 

VACUOLAR ATP SYNTHASE SUBUNIT AC39 (V-ATPASE AC39 SUBUNIT) 

(41 KD ACCESSORY PROTEIN) (DVA41) >gi_626048__pir A55016 

lysosomal membrane protein DVA41 - slime mold 
(Dictyostelium discoideum) >gi_532733 (U13150) vacuolar 
ATPase subunit DVA41 [Dictyostelium discoideum] 



18724 



Seq. No. 


148184 


Seq, ID 


L1dj1/j uui yi t\l bl 


Method 


BLAbi A 


NCBI GI 


g4262180 


BLAST score 


699 


E value 


A 1 A 

4 . ue- / 4 


Match length 


1 Jl 


% identity 


ft ft 

33 


NCBI Description 


(ACUUooUo; zyozi [iiraDiaopsis Lnaiiandj 


Seq. No. 


14oloo 


Seq. ID 


LIBol / o-UUl-yi-i\l-bll 


Method 


BLASTX 


NCBI GI 


gl698582 


BLAST score 


253 


E value 


q riff»_oo 


Match length 


/ 0 


% identity 


**7 ft 


NCBI Description 


(Udu/o/j integral iueiuorane pruT_ej.ii woi\i.<_uupo [^^jr^c* 


Seq. No. 


148186 


Seq. ID 


tx'D'OITC ft ft 1 r\ 1 T/1 r<i o 
LIBol / 0— UUl-vJl-i\l — biz 


Method 


BLASTN 


NCBI GI 


g2924653 


BLAST score 


228 


E value 


1.0e-125 


Match length 


398 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MDA/, complete sequence [AraDiaopsis unaiianaj 


Seq. No. 


148187 


Seq. ID 


LIB31 /o-UUl-yi-Kl-b.3 


Method 


T3 T 7\ C rpv 

BLASTX 


NCBI GI 


gl350680 


BLAST score 


662 


E value 


1 ft « ft 

1 . ue-oy 


Match length 


126 


% identity 


99 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


148188 


Seq. ID 


t td"3 1 T C ft ft 1 Oil tv"1 r> A 

LIBol / 0 — UUl-yi — i\l~b4 


Method 


BLASTX 


NCBI GI 


g!695719 


BLAST score 


569 


E value 


8 . Oe-59 


Match length 


135 


% identity 


86 


NCBI Description 


(D89342) luminal binding protein [Arabidopsis thai 


Seq. No. 


148189 


Seq. ID 


LIB3175-001-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g417381 


BLAST score 


629 


E value 


7.0e-66 



clone: 



18725 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



125 
98 

NITRILASE 1 >gi_99738_pir S22398 nitrilase (EC 3.5.5.1) - 

Arabidopsis thaliana >gi_164 00__erab_CAA45041_ (X63445) 
nitrilase I [Arabidopsis 'thaliana] 

148190 

LIB3175-001-Q1-K1-G6 

BLASTX 

g4586265 

531 

2.0e-54 

120 

81 

(AL049640) putative protein [Arabidopsis thaliana] 
148191 

LIB3175-001-Q1-K1-G7 

BLASTX 

g2129759 

453 

3.0e-45 

90 

100 

UDPglucose 4-epimerase (EC 5.1.3.2) - Arabidopsis thaliana 
>gi_1143392_emb__CAA90941_ (Z54214) uridine diphosphate 
glucose epimerase [Arabidopsis thaliana] 

148192 

LIB3175-001-Q1-K1-G8 

BLASTN 

g3367567 

311 

1.0e-175 

371 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8D20 
{ESSAII project) 

148193 

LIB3175-001-Q1-K1-G9 

BLASTX 

gll2741 

661 

1.0e-69 

123 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi__166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

148194 

LIB3175-001-Q1-K1-H10 



18726 



Method 


BLASTX 


NGBI GI 


g4567249 


BLAST score 


518 


E value 


7 . Oe-53 


Match length 


113 


% identity 


87 


NCBI Description 


(AC007070) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


148195 


Seq. ID 


LIB3175-001-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl20667 


BLAST score 


518 


E value 


6. Oe-53 


Match length 


116 


% identity 


87 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 




>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 




dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 




thaliana >gi_166706 (M64116) cystolic 




glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 




thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 




dehydrogenase [Arabidopsis thaliana] 


Seq. No. 


148196 


Seq. ID 


LIB3175-001-Q1-K1-H12 


Method 


BLASTN 


NCBI GI 


g2252823 


BLAST score 


247 


E value 


1.0e-136 


Match length 


296 


% identity 


99 


NCBI Description 


Arabidopsis thaliana BAC IG005I10 


Seq. No. 


148197 


Seq. ID 


LIB3175-001-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3850568 


BLAST score 


475 


E value 


8.0e-48 


Match length 


106 


% identity 


90 


NCBI Description 


(AC005278) Similar to hypothetical protein SPAC2F7.14c 




gi__1052797 from Schizosaccharomyces pombe cosmid gb_Z50142 




[Arabidopsis thaliana] 


Seq. No. 


148198 


Seq. ID 


LIB3175-001-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g4262186 


BLAST score 


521 


E value 


2. Oe-53 


Match length 


105 


% identity 


95 


NCBI Description 


(AC005508) Highly similar to cullin 3 [Arabidopsis 




thaliana] 



18727 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148199 

LIB3175-001-Q1-K1-H4 

BLASTX 

g4538963 

460 

5.0e-4 6 

117 
77 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD28776 . 1_AF134129_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148200 

LIB3175-001-Q1-K1-H5 

BLASTN 

g4581084 

283 

1.0e-158 

379 
100 

Arabidopsis thaliana chromosome I BAC T30F21 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148201 

LIB3175-001-Q1-K1-H6 

BLASTX 

g2347192 

289 

1.0e-54 
113 
95 

(AC002338) 
thaliana] 



spliceosomal protein U2B isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148202 

LIB3175-001-Q1-K1-H7 

BLASTX 

g4218123 

336 

2.0e-31 

125 

58 

(AL035353) photosystem 
[Arabidopsis thaliana] 



I subunit PSI-E-like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148203 

LIB3175-002-Q1-K1-A10 

BLASTX 

gl669389 

252 

7.0e-22 

47 

100 

(U42007) actin 8 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



148204 

LIB3175-002-Q1-K1-A11 



18728 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl069997 

132 

4.0e-68 

264 

95 

B.napus chloroplast accD gene 
148205 

LIB3175-002-Q1-K1-A2 i 

BLASTX 

g2911055 

317 

1.0e-29 

87 

72 

(AL021961) putative protein [Arabidopsis thaliana] 
148206 

LIB3175-002-Q1-K1-A4 

BLASTN 

g2288979 

293 

1.0e-164 

297 
100 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



148207 

LIB3175-002-Q1-K1-A6 

BLASTN 

g4519191 

180 

8.0e-97 

234 

99 

Arabidopsis thaliana genomic 
K9P8, complete sequence 



DNA, chromosome 5, TAC clone 



Seq. No. 
Seq. ID 
Method 



148208 

LIB3175-002-Q1-K1-A8 

BLASTX 

g2129578 

274 

2.0e-24 

55 

95 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928932_emb_CAA89205_ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 

148209 

LIB3175-002-Q1-K1-A9 
BLASTX 



18729 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2781394 
362 

8.0e-35 

75 

100 

(U70424) O-methyl transferase 1 [Arabidopsis thaliana] 
148210 

LIB3175-002-Q1-K1-B10 

BLASTX 

g3582341 

294 

8.0e-27 

96 

64 

(AC005496) putative flavonol 3-o-glucosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148211 

LIB3175-002-Q1-K1-B11 

BLASTN 

g4589411 

272 

1.0e-151 

296 

100 

Arabidopsis thaliana genomic DNA, 
F5H8, complete sequence 



chromosome 5, PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



148212 

LIB3175-002-Q1-K1-B12 

BLASTX 

g3176874 

398 

5.0e-39 

79 

97 

(AF065639) cucumi sin- like serine protease [Arabidopsis 
thaliana] 

148213 

LIB3175-002-Q1-K1-B2 

BLASTX 

g3914740 

387 

9.0e-38 

84 

90 

60S RIBOSOMAL PROTEIN L26 >gi_2160300_dbj_BAA18941_ 
(D78495) ribosomal protein [Brassica rapa] 

148214 

LIB3175-002-Q1-K1-B4 

BLASTN 

g4757403 

128 

9.0e-66 



18730 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



266 
98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJL12, complete sequence 

148215 

LIB3175-002-Q1-K1-B5 

BLASTX 

g2088652 

423 

6.0e-42 

94 
86 

(AF002109) 26S proteasome regulatory subunit S12 isolog 
[Arabidopsis thaliana] >gi_2351376 (U54561) translation 

initiation factor eIF2 p47 subunit homolog [Arabidopsis 

thaliana] 

148216 

LIB3175-002-Q1-K1-B6 

BLASTX 

g4432860 

483 

6.0e-49 

99 

20 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 



148217 

LIB3175-002-Q1-K1-B7 

BLASTX 

gll5783 

324 

2.0e-30 

62 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



148218 

LIB3175-002-Q1-K1-B9 

BLASTX 

g4544399 

169 

4.0e-12 

74 
41 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 

148219 

LIB3175-002-Q1-K1-C1 

BLASTX 

g4263704 



18731 



BLAST <?core 


Aft 

204 


F. 1 hp 


3. Oe-16 


Match length 


72 


% identity 


53 


NCBI Description 


(AC006223) 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148220 

LIB3175-002-Q1-K1-C10 

BLASTX 

g2623962 

273 

2.0e-24 

55 

95 

(Y12540) isocitrate dehydrogenase (NADP+) 
graveolens] 



[Apium 



148221 

LIB3175-002-Q1-K1-C11 

BLASTX 

g!172977 

439 

8.0e-44 

90 
99 

60S RIBOSOMAL PROTEIN L18 >gi__606970 (U15741) 
ribosomal protein L18 [Arabidopsis thaliana] 



cytoplasmic 



148222 

LIB3175-002-Q1-K1-C2 

BLASTN 

g3080430 

294 

1.0e-165 

298 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T19P19 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148223 

LIB3175-002-Q1-K1-C3 

BLASTX 

g3421123 

472 

1.0e-47 

95 
98 

(AF043538) 
thaliana] 



20S proteasome beta subunit PBG1 [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



148224 

LIB3175-002-Q1-K1-C4 

BLASTN 

g4757403 

140 

6.0e-73 



18732 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJL12, complete sequence 

148225 

LIB3175-002-Q1-K1-C6 

BLASTX 

gll3026 

271 

4.0e-24 

99 

59 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 

isocitrate lyase [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148226 

LIB3175-002-Q1-K1-C7 

BLASTN 

g4519187 

137 

2.0e-71 

137 

100 

Arabidopsis thaliana genomic DNA, 
K1G2, complete sequence 



chromosome 3, TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



148227 

LIB3175-002-Q1-K1-C8 

BLASTX 

g4191778 

392 

3.0e-38 

98 

76 

(AC005917) putative nucleosome assembly protein I 
[Arabidopsis thaliana] 

148228 

LIB3175-002-Q1-K1-C9 

BLASTX 

g3806098 

461 

2.0e-46 

84 

100 

(AF079100) arginine-tRNA-protein transferase 1; Atelp 
[Arabidopsis thaliana] 

148229 

LIB3175-002-Q1-K1-D1 
BLASTN 



18733 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2264317 
111 

1.0e-55 

118 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone; 
MUG13 f complete sequence [Arabidopsis thaliana] 

148230 

LIB3175-002-Q1-K1-D10 

BLASTX 

gl362007 

457 

6.0e-46 
87 
99 

thioglucosidase (EC 3.2, 
>gi_8 7199 2_emb_CAA5 5 7 8 7_ 
[Arabidopsis thaliana] 



3,1) - Arabidopsis thaliana 
(X7 9195 ) thioglucosidase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148231 

LIB3175-002-Q1-K1-D12 

BLASTN 

g4490734 

204 

l.Oe-111 

298 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
project) 



(ESSA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



148232 

LIB3175-002-Q1-K1-D3 

BLASTX 

g3122387 

381 

5.0e-37 

82 

88 

WD-40 REPEAT PROTEIN MSI1 >gi_2394229 (AF016846) WD-40 
repeat protein [Arabidopsis thaliana] 

148233 

LIB3175-002-Q1-K1-D4 

BLASTN 

g3046852 

213 

1.0e-116 

300 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQJ16, complete sequence [Arabidopsis thaliana] 

148234 

LIB3175-002-Q1-K1-D5 

BLASTX 

g2129583 



18734 



BLAST score 


388 


E value 


8.0e-38 


rldLL-il Xciiy Lil 




is xa.enu.xuy 


o o 


inuisx uescripLion 


f csrri -hin 21 r*a i H/^r^o tq f*hal i ana ">rri 1 9 A fi\ A 01 pmh 

ICillLlU -fi-L CliJ J_Ll(jpo X O tllCi J-J-CLllCl -L lil.'l U1 U 1 CiLLLJ 




fYQ494fM forrifin f flrahi Hnn<; i <=i t"ha"Manal 


beq. no. 






T,TR*31 7S-002-O1-K1-D6 


l v ie uiitJCJ. 


O .UriC J. A 




U4 JO JOOZ. 


BLAST score 


284 


E value 


1.0e-25 


rid. L. Cxi XSIiy til 


D O 


^ lueuLiLy 


1 on 


LNL-iJi uescripLion 


(fiUyUOO ju j Jrox type ill tiiiux ujpiiyii d/jj jjxixtixiiy 




T Zi va l H on qt q "hlnal H aria 1 


oeq. no. 


1 0 Z JU 




LlDJl / vJ U rV-L L/O 






NCBI GI 


g450879 


BLAST score 


78 


E value 


Z • Uc J O 


TV/To 4— ^>Vi ~\ /-\ /-< | ■ V> 

ndccn isng til 




% identity 




\TPT3 T T^i /~\ o o v* t "i r\n 
LNLs-DJ. UcbCI 1£/UXUI1 


& -4- Vi a 1 i ana hafTH 1 rron 0 

ri* uilCLXXdilcl ilbu / KJ J. y tiilt; 


Seq. No. 




Cart T n 

beq. id 


T TH^I 7^ — 009—01 —Wl — nQ 


Method. 


DT ZVOTXl 

X3i-iriO X IN 


LNUol <al 




BLAST score 


38 


E value 


4.0e-12 


jyiatcn iengLn 




% identity 




NCBI Description 


AraDiaopsis cnanana yenoiuic UNA/ cnrouiosonie o 7 




T^"1 QmI O nomnl of a oo/monfo r Byahi H/^it^qt q rhs 1 n ana 

XvXI7iiX<Jf OL^lUkJXC LC SC^UCllLC L*UL d.*J JLkxvJ^JO iO L-iiCl-L-LClilCl 


beq. no. 




q orr th 

oeq. iu 


LIDJi / J UUZ yi JCVX CilU 


lYietnou. 


p.j aqfpy 


NCBI GI 


g2702268 


BLAST score 


414 


JL Value 


7 Do— A 1 

/ • ue f± ± 


ixiatcn ieny tn 


7 ci 


% identity 




in^.di jjcscripcion 


jU jj j putative ucllUlaoc [_ i-iXaJJlvaupo J..b UilclX 


beq. No* 


1 /I Q O Q Q 


oeq. iu 




Mot" V> r*\r^ 




NCBI GI 


g3702731 


BLAST score 


296 


E value 


1.0e-166 


Match length 


296 


% identity 


100 



TAC clone 



18735 



NCBI Description Arabidopsis thaiiana genomic DNA 7 chromosome 5, PI clone: 
MFC19, complete sequence [Arabidopsis thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148240 

LIB3175-002-Q1-K1-E2 

BLASTX 

g4263525 

403 

1.0e-39 

99 
80 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaiiana] 

148241 

LIB3175-002-Q1-K1-E3 

BLASTX 

g2088654 

340 

3.0e-32 

78 
86 

(AF002109) 60S acidic ribosomal protein P0 isolog 
[Arabidopsis thaiiana] 

148242 

LIB3175-002-Q1-K1-E4 

BLASTX 

g462181 

150 

6.0e-10 

83 

36 

GLUTAMINE SYNTHETASE { GLUTAMATE — AMMONIA LIGASE) (GS) 
>gi_294445 (L12410) unnamed protein product [Pyrococcus 
furiosus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148243 

LIB3175-002-Q1-K1-E5 

BLASTN 

g4585952 

294 

1.0e-165 

298 

100 

Genomic sequence for Arabidopsis thaiiana BAC F26F24, 
complete sequence 

148244 

LIB3175-002-Q1-K1-E6 

BLASTX 

g3875246 

241 

1.0e-20 



52 

(Z81490) 



similar to WD domain, G-beta repeats (2 domains) 



18736 



1> 



cDNA EST EMBL:T00482 comes from this gene; cDNA EST 
EMBL:T00923 comes from this gene; cDNA EST yk449d4.3 comes 
from this gene; cDNA EST yk449d4.5 comes from this gene; 



Seq. No. 


148245 


Seq. ID 


LIB3175-002-Q1-K1-E7 


1X1 ci UllUU. 


RT.A^TNI 

JD J_Lrt.O X IN 






15.utt.oi score 


91 n 


TP TT 1 It 

Hi VdlUc 


± . Uc 111 


1WT ^ <™t V» 1 QTI / 1 1 

L v ia. ucn leny lh 


9Q4 


-s XQenEiTzy 






AT-^hH Hnn«! i q fha 1 i ana (T^nrvrn "i p DMA ph "romosonif 1 . Pi c lone i 




MPT? 1 T r^rrmri 1 pto a i on pp f A v*3 V-n Hon Q"i <5 +"hpl i pns 1 

L1IZ Hi -L _L / UUlLt^lC LC O CljUCIlUC [fllClJJJ.UU^OXO L.1XCL -L -LCL1ICI J 


Seq. No. 


148246 


oeq. ±u 


T T"R?1 7^-009-01 -Kl — TTR 
IilDJl / J UUi J^-L £*0 


Method 


rslxtto I A 


MPOT PT 


A 7/11 Q /l n 

g4 / 4±y4U 


DT ACT 1 prirsra 

oijHoi score 


0 4 U 


E value 


i . ue-oo 


Match length 


31 


% identity 


c c 


jnudi Description 


vririo^izuj uicaz protein [■"■raDiQopsis tnaiianaj 


Seq. No. 


148247 


beg. ID 




Method 


DT 7\ C?rpv 

BLAbTA 


NCBI GI 


«.o o no n c n 

gJoy^UoU 


oLiAoi score 


99fi 


E value 


4 . ue-io 


Match length 


bZ 


% identity 




lnuox uescripLion 


nypoT-nemcax protein [■"■^-a.jjiciopsio tnciiia.iici j 


Seq. No. 


148248 


Seq. ID 


LIB3175-002-Q1-K1-F1 


Method 


DT 7\ cj rpXT 


NUrsl bl 


g^z4 iy±D 


fciiiAbi score 


/ u 


£i value 


z . ue Ji 


Match lengtn 


TOO 
l^O 


% identity 




iNL-Di uescripxion 


/iracioiopsis unarrana genorciic uiNii/ cnroiuosoine Df Lt\\~, cione 




K15N18/ complete seguence [Arabidopsis thaliana] 


Seq. No. 


148249 


Seq. ID 


LIB3175-002-Q1-K1-F10 


Method 


BLASTN 


NCBI GI 


g3063690 


BLAST score 


278 


E value 


1.0e-155 


Match length 


278 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F4D11 



(ESSAII project) 



18737 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148250 

LIB3175-002-Q1-K1-F11 

BLASTX 

g3176685 

519 

3.0e-53 

98 

100 

(AC003671) Strong similarity to spermidine synthase 1, 
gb_Y08252 and possibly closer similarity to spermidine 
synthase 2 gb_Y08253 from Datura stramonium. ESTs 
gb_N38155, gb_T41738, gb_AA597 626, gb_AA712967 and 
gb AA71234 6 come from this ge 



Seq. No. 


148251 




Seq. ID 


LIB3175-002-Q1-K1-F12 




Method 


BLASTN 




NCBI GI 


gl765898 




BLAST score 


227 




E value 


1.0e-125 




Match length 


227 




% identity 


100 




NCBI Description 


A.thaliana mRNA for Spot 


3 protein 


Seq. No. 


148252 




Seq. ID 


LIB3175-002-Q1-K1-F2 




Method 


BLASTX 




NCBI GI 


g2586127 




BLAST score 


243 




E value 


8.0e-21 




Match length 


94 




% identity 


52 




NCBI Description 


(U89510) b-keto acyl reductase [Hordeum 


Seq. No. 


148253 




Seq. ID 


LIB3175-002-Q1-K1-F6 




Method 


BLASTX 




NCBI GI 


gl703220 




BLAST score 


453 




E value 


2.0e-45 




Match length 


97 




% identity 


90 




NCBI Description 


AIG2 PROTEIN >gi_1127806 


(U40857) AIG2 




thaliana] 




Seq. No. 


148254 




Seq. ID 


LIB3175-002-Q1-K1-F7 




Method 


BLASTX 




NCBI GI 


g2130051 




BLAST score 


214 




E value 


2.0e-17 




Match length 


70 




% identity 


59 




NCBI Description 


xylose isomerase (EC 5.3 


.1.5} - barley 



>gi_1296807_emb__CAA64544_ (X95256) xylose isomerase 

[Hordeum vulgare] >gi_1588664j?rf 2209268A xylose 

isomerase [Hordeum vulgare] 



18738 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148255 

LIB3175-002-Q1-K1-F8 

BLASTX 

g2129579 

474 

6.0e-48 

90 
100 

Dwarfl protein - Arabidopsis thaliana >gi_516043 (U12400) 
Dwarfl [Arabidopsis thaliana] 



beq. wo. 




oeq. ±u 


Lilriol / 0~UUZ~yi J\l~r 


Method 


BLASTX 


NCBI GI 


gll09699 


BLAST score 


506 


E value 


1.0e-51 


Match length 


96 


% identity 


100 


NCBI Description 


(X83381) gibberellin 


Seq. No. 


148257 


Seq. ID 


LIB3175-002-Q1-K1-G1 


Method 


BLASTN 


NCBI GI 


g3241917 


BLAST score 


69 


E value 


1.0e-30 


Match length 


157 


% identity 


97 


NCBI Description 


Arabidopsis thaliana 



[Arabidopsis thaliana] 



aomic DNA, chromosome 5 f TAC clone: 
K19B1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148258 

LIB3175-002-Q1-K1-G11 

BLASTX 

gll5783 

396 

9.0e-39 

74 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148259 

LIB3175-002-Q1-K1-G12 

BLASTX 

g629669 

169 

2.0e-12 

61 
51 

hypothetical protein - tomato 



Seq. No. 



148260 



18739 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-002-Q1-K1-G2 

BLASTX 

g4538963 

278 

5.0e-25 

84 

68 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD2877 6 . 1_AF134129_1 
(AF134129) LhcbS protein [Arabidopsis thaliana] 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148261 

LIB3175-002-Q1-K1-G5 

BLASTX 

g267073 

382 

4.0e-37 

70 
100 

TUBULIN BETA- 2 / BETA- 3 CHAIN >gi__320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 


148262 


Seq. ID 


LIB3175-002-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2245000 


BLAST score 


430 


E value 


1.0e-42 


Match length 


85 


% identity 


100 


NCBI Description 


(Z97341) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


148263 


Seq. ID 


LIB3175-002-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g2459421 


BLAST score 


438 


E value 


1.0e-43 


Match length 


97 


% identity 


88 


NCBI Description 


(AC002332) putative calcium-binding EF-hand protein 




[Arabidopsis thaliana] 


Seq. No. 


148264 


Seq. ID 


LIB3175-002-Q1-K1-G8 


Method 


BLASTN 


NCBI GI 


g4262276 


BLAST score 


79 


E value 


3.0e-37 


Match length 


79 


■% identity 


100 


NCBI Description 


Arabidopsis thaliana gamma- glutamyl cysteine syntheta 




gene, complete cds 


Seq. No. 


148265 



18740 



1> 





LIB3175-002-O1-K1-H1 


11C Lllv.'U 


BLASTN 

xj i inu x ii 


MPRT (IT 

IN v^D X OX 




BLAST score 


185 


E value 


1.0e-100 






9- 1 ^3 r> r-i 4- T +*T7 

% lUciiuiLy 
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LIB3175-002-O1-K1-H10 


lie LilUU 




NCBI GI 


g 4544456 


BLAST score 


434 


TP XT 1 1 '1 A 

Hi Vdluc 




i*iaT-Cn iBnyLu 


Q7 


% identity 


Q 
o y 


iNUi3x Description 


f T±r % C\n& c kQ'} \ TM Thai* i T7£> nvtriphrrimp P^.'Sn 


oeq. iNO . 


1 4ft 9 £7 
X f± O £. D / 


uc4 • x u 


T.TR317S-002-O1-K1-H11 

XllDJ X / «J ^ -L ivX iiX X 


l ie 


oixrio x /i. 


NCBI GI 


gl619602 


BLAST score 


217 


E value 


y . ue io 


Match length 


Oft 


% identity 


/ o 


lncdx uescripx.ion 


\IU0 f /CO ) IXILXNO [rJcUlCayu UIUIlLatulaJ 


oeq . iNO . 




Oeq. XJJ 


T.TT^I 7^-009-01 —TCI -Hi 9 


L lC L-llWwL 


1 ' ' 1 ~ * ' X 1-1 


LNV^DX Ul 




RTiAST qrnrp 

UliTlU X O W W X, ^ 


75 


E value 


1.0e-34 


Match length 


114 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA chromosome 




(ESSAII project) 



[Arabidopsis thaliana] 



4, BAC clone F4I10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148269 

LIB3175-002-Q1-K1-H2 

BLASTN 

g4220632 

136 

2.0e-70 

232 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K6M13, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



148270 

LIB3175-002-Q1-K1-H5 

BLASTX 

g3024702 

166 



18741 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



8.0e-12 

47 

70 

T-COMPLEX PROTEIN 1, BETA SUBUNIT (TCP-1-BETA) >gi_1871210 
(U91327) T-complex protein 1, Beta subunit (TCP-1-BETA) 
[Homo sapiens] 

148271 

LIB3175-002-Q1-K1-H7 

BLASTN 

g2351062 

272 

1.0e-151 

276 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAH20, complete sequence [Arabidopsis thaliana] 

148272 

LIB3175-002-Q1-K1-H9 

BLASTX 

g417381 

341 

2.0e-32 

94 

76 

NITRILASE 1 >gi_99738_pir S22398 nitrilase (EC 3.5.5.1) - 

Arabidopsis thaliana >gi_16400_emb_CAA45041_ (X63445) 
nitrilase I [Arabidopsis thaliana] 

148273 

LIB3175-003-P1-K1-A11 

BLASTX 

g2244919 

506 

2.0e-51 

131 

85 

(Z97339) hypothetical protein [Arabidopsis thaliana] 
148274 

LIB3175-003-P1-K1-A12 

BLASTX 

g629541 

661 

2.0e-69 

140 

93 

plasma membrane intrinsic protein lc - Arabidopsis thaliana 
>gi_472875_emb_CAA53476_ (X75882) plasma membrane intrinsic 
protein lc [Arabidopsis thaliana] 

148275 

LIB3175-003-P1-K1-A2 

BLASTX 

g4587615 

406 



18742 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-39 

123 
67 

(AC006951) putative acyl-CoA synthetase [Arabidopsis 
thaliana] >gi_4689469_gb_AAD27905 . 1_AC007213_3 (AC007213) 
putative acyl-CoA synthetase [Arabidopsis thaliana] 

148276 

LIB3175-003-P1-K1-A3 

BLASTX 

g421826 

667 

3.0e-70 

144 

88 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



148277 

LIB3175-003-P1-K1-A4 

BLASTN 

g4733953 

229 

1.0e-126 

288 

95 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

148278 

LIB3175-003-P1-K1-A5 

BLASTX 

g3790548 

781 

1.0e-83 

150 

99 

(AF064064) flavanone 3-hydroxyiase [Arabidopsis thaliana] 
148279 

LIB3175-003-P1-K1-A6 

BLASTX 

g3123188 

729 

2.0e-77 

142 
99 

CATALASE 3 >gi_2347178 (U43147) catalase 3 [Arabidopsis 
thaliana] >gi_2511726 (AF021937) catalase 3 [Arabidopsis 
thaliana] 

148280 

LIB3175-003-P1-K1-A9 

BLASTX 

g4063749 

170 



18743 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-12 

68 

26 

(AC005851) hypothetical protein [Arabidopsis thaliana] 
148281 

LIB3175-003-P1-K1-B1 

BLASTN 

g4539331 

67 

2.0e-29 

203 

83 

Arabidopsis thaliana DNA chromosome 4, BAC clone F22I13 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148282 

LIB3175-003-P1-K1-B10 

BLASTN 

g2351066 

151 

3.0e-79 

466 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MOP9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148283 

LIB3175-003-P1-K1-B11 

BLASTX 

gl773330 

634 

2.0e-66 

141 

87 

(U80071) glycolate oxidase 



[Mesembryanthemum crystallinum] 



148284 

LIB3175-003-P1-K1-B12 

BLASTX 

g3540199 

475 

1.0e-47 

139 

73 

(AC004260) Putative monosaccharide transport protein 
[Arabidopsis thaliana] 

148285 

LIB3175-003-P1-K1-B2 

BLASTN 

g2281081 

41 

1.0e-13 

199 

84 

Arabidopsis thaliana chromosome II BAC F18019 genomic 



18744 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence [Arabidopsis thaliana] 
148286 

LIB3175-003-P1-K1-B3 

BLASTX 

g2633727 

191 

2.0e-14 

106 

42 

(Z99111) ykrT [Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148287 

LIB3175-003-P1-K1-B4 

BLASTN 

g4263753 

269 

1.0e-149 

440 

98 

Arabidopsis thaliana chromosome V map near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

148288 

LIB3175-003-P1-K1-B5 

BLASTX 

g3687252 

673 

6.0e-71 

137 

37 

(AC005169) hypothetical protein, 3 1 partial [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148289 

LIB3175-003-P1-K1-B6 

BLASTN 

g3688169 

210 

1.0e-115 

228 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F26P21 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148290 

LIB3175-003-P1-K1-B7 

BLASTX 

g2459443 

673 

5.0e-71 

133 
97 

(AC002332) putative NAD (P) -dependent 
dehydrogenase [Arabidopsis thaliana] 



cholesterol 



Seq. No. 



148291 



18745 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-003-P1-K1-B8 

BLASTN 

g2947056 

277 

1.0e-154 

466 

99 

Arabidopsis thaliana chromosome II BAC T20F6 genomic 
sequence , complete sequence [Arabidopsis thaliana] 



148292 

LIB3175-003-P1-K1-B9 

BLASTN 

g2827538 

396 

0.0e+00 

417 

98 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T12H17 



148293 

LIB3175-003-P1-K1-C1 

BLASTX 

g2244896 

575 

1.0e-59 

127 

88 

(Z97338) similar to HSR201 protein N.tabacum [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148294 

LIB3175-003-P1-K1-C10 

BLASTX 

g3157937 

657 

1.0e-68 

150 

86 

(AC002131) Identical to aspartic proteinase cDNA gb_U51036 
from A. thaliana. ESTs gb_N96313, gb__T21893, gb_R30158, 
gb_T21482, gb_T43650, gb_R64749, gb_R65157, gb_T88269, 
gb_T44552, gb_T22542, gb_T76533, gb_T44350, gb_Z34591, 
gb_AA728734, gb 

148295 

LIB3175-003-P1-K1-C11 

BLASTX 

g3402751 

43 

8.0e-72 

146 

51 

(AL031187) putative protein [Arabidopsis thaliana] 



Seq. No, 



148296 



18746 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-003-P1-K1-C2 

BLASTX 

g2633727 

192 

1.0e-14 
103 
42 

(Z99111) 



ykrT [Bacillus subtilis] 



148297 

LIB3175-003-P1-K1-C3 

BLASTN 

g4063735 

125 

8.0e-64 

377 

99 

Arabidopsis thaliana BAC F18G18 from chromosome V near 
cM, complete sequence [Arabidopsis thaliana] 



60.5 



148298 

LIB3175-003-P1-K1-C4 

BLASTX 

g2244904 

570 

7.0e-59 

136 
91 

(Z97339) similar to hypothetical protein C02F5.7 - Caenorha 
[Arabidopsis thaliana] 

148299 

LIB3175-003-P1-K1-C5 

BLASTX 

g2058282 

518 

9.0e-53 

125 

82 

(X97377) atranbpla [Arabidopsis thaliana] 
148300 

LIB3175-003-P1-K1-C6 

BLASTX 

g!076708 

698 

7.0e-74 

140 

25 

seed tetraubiquitin - common sunflower 

>gi_303901_dbj_BAA03764_ (D16248) ubiquitin [Glycine max] 
>gi_456714_dbj_BAA05670_ (D28123) Ubiquitin [Glycine max] 
>gi_556688_emb_CAA84440_ (Z34988) seed tetraubiquitin 
[Helianthus annuus] >gi__994785_dbj_BAA05085_ (D26092) 
Ubiquitin [Glycine max] >gi_4263514_gb_AAD15340_ (AC004044) 
putative polyubiquitin [Arabidopsis thaliana] 
>gi_1096513_prf 2111434A tetraubiquitin [Helianthus 



18747 



annuus ] 



O 6 q . LN O . 


-L*i OjUI 


Seq. ID 


LIB3175-003-P1-K1-C7 


Method 


BLASTX 




rr*31 CQQ /I fl 
CjOl ooo 4 U 


bLAbi score 


JC5J 


E value 


o . ue-o / 


ixiaLcn lencj til 


191 


% identity 


D / 


NCBI Description 


(U88711) copper homeostasis factor [Arabidopsis 


O t3 • IN (J . 




Seq. ID 


LIB3175-003-P1-K1-C8 


Method 


BLASTX 




— O £1 0*701 


BLAST score 




E value 


o . ue-jo 


TwI n ■(- n V*k 1 /^yt /*t h* 

ixiaucn -Ldsiiytn 




% laentxty 


O O 


NCBI Description 


(u4yu/2) lAAlo [AraJoiaopsis tnalianaj 


Seq. No. 


1 a o o n o 


oeq* ±u 




Method 


BLASTX 


NCBI GI 


gll75013 


BLAST score 


521 


E value 


3.0e-53 


Match length 


109 


% identity 


94 


NCBI Description 


PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi 629542 



r S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148304 

LIB3175-003-P1-K1-D1 

BLASTX 

g2244896 

302 

5.0e-59 

127 

83 

(Z97338) similar to HSR201 protein N.tabacum [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148305 

LIB3175-003-P1-K1-D10 

BLASTX 

gll73345 

513 

3.0e-52 

139 

76 

SED0HEPTULOSE-l,7-BISPHOSPHATASE CHL0R0PLAST PRECURSOR 
(SED0HEPTUL0SE-BISPH0SPHATASE) (SBPASE) (SED (1,7) P2ASE) 
>gi_l 07 64 03_pir S51838 sedoheptulose-1, 7-biphosphatase 



18748 



Arabidopsis thaliana >gi_7864 66_bbs_159034 (S74719) 
sedoheptulose-1, 7-bisphosphatase, SBPase {EC 3.1.3.37} 
[Arabidopsis thaliana, C24, Peptide Chloroplast, 393 aa] 
[Arabidopsis thaliana] 



Sea. No. 


148306 

J- ^ \J *m* V \J 


Spa TD 


LTR3175-003-P1-K1-D11 






NCBI GI 


a542157 


RT.A^T qrnrp 


o -? \j 








138 


% i dpnt i 1~ v 


81 


NCBI Description 


ribosomal 5S RNA— binding protein — 


Seq. No. 


148307 


Seq. ID 


LIB3175-003-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


770 


E value 


2. Oe-82 


Match length 


146 


% identity 


99 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF 



- Rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



CI I TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

148308 

LIB3175-003-P1-K1-D2 

BLASTX 

g4586265 

532 

2.0e-54 

130 

78 

(AL04 9640) putative protein [Arabidopsis thaliana] 
148309 

LIB3175-003-P1-K1-D3 

BLASTX 

g4371297 

303 

1.0e-27 

59 
100 

(AC006260) phenylalanine ammonia- lyase 1, 3 1 partial 
[Arabidopsis thaliana] 

148310 

LIB3175-003-P1-K1-D4 

BLASTX 

g3157944 

725 



18749 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-77 

140 

99 

(AC002131) Very strong similarity to aminoiriethyltransf erase 
precursor gb_U797 69 from Mesembryanthemum crystallinum. 
ESTs gb_T43167, gb_T21076, gb_H36999, gb_T22773, 
gb_N38038 / gb_T13742, gb_Z26545, gb_T20753 and gb_W43123 
come from this ge 

148311 

LIB3175-003-P1-K1-D5 

BLASTX 

g2645971 

531 

8.0e-74 

141 

96 

(AF034255) reversibly glycosylated polypeptide-3 
[Arabidopsis thaliana] 

148312 

LIB3175-003-P1-K1-D7 

BLASTX 

gl32074 

782 

1.0e-83 

148 - 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

148313 

LIB3175-003-P1-K1-D8 

BLASTX 

g3915032 

481 

2.0e-48 

122 

75 

ACYL- [ AC YL- CARRIER PROTEIN] DESATURASE PRECURSOR 
( STEAROYL-ACP DESATURASE) >gi_508603 (L34346) stearoyl-acyl 
carrier protein desaturase [Glycine max] 

148314 

LIB3175-003-P1-K1-D9 

BLASTN 

g4006815 

206 

1.0e-112 

443 

95 

Arabidopsis thaliana chromosome II BAC T6P5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



148315 



18750 



oeq. id 


t tr^i 7R_nn^-Pi -Pri 

±j±id3± / j UUj rl 1\1 JjI 


l v Jc LIIOU. 


OlirVo i A 


NCBI GI 


g2911050 


BLAST score 


449 


E value 


1 . Ue-4 4 


Mat cn length 
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loo 


% identity 


4 y 


NCBI Description 


(ALUziyoij putative protein 


beq. No. 


14o Jlo 


oeq. ID 


LiloOl / j UUj r 1 Rl £j11 


Tuff 4— y\ ^> 


DT 7\QTY 

£5liH.D 1 A 


INUOl lal 


rrl ££Q£*7 

gi 0 00 D / 


BLAST score 


667 


E value 


3.0e-70 


Match length 


1/17 
14 / 


% identity 


0 0 

00 


NCBI Description 


(JUo^lbj riDOSomai protein . 




67) [Arabidopsis - thaliana] 


Seq. No. 


14 ool / 


beq. id 


lilbol / D" UUj - rl - J\l— MjZ 


Method 


riliAb ±A 


\rpDT flT 
INV_,D1 bl 


rrO Q1 A7 (1*3 

gz i?i *i / u j 


BLAST score 


374 


E value 


7.0e-36 


Match length 


127 


% identity 


55 


NCBI Description 


(AC003974) unknown protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148318 

LIB3175-003-P1-K1-E3 

BLASTX 

g4006890 

642 

3.0e-67 

136 

92 

(Z99708) ubiquitin — protein ligase-like protein 
[Arabidopsis thaliana] 

148319 

LIB3175-003-P1-K1-E4 

BLASTX 

gll5783 

675 

4.0e-71 

133 

95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



148320 

LIB3175-003-P1-K1-E5 
BLASTX 



18751 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3157937 
47 

4.0e-61 

134 
91 

(AC002131) Identical to aspartic proteinase cDNA gb_U51036 
from A. thaliana. ESTs gb_N96313, gbJT21893, gb_R30158, 
gb_T21482, gb_T43650, gb_R64749, gb_R65157, gb_T88269, 
gb_T44552, gb_T22542, gb_T76533, gb_T44350, gb_Z34591, 
gb_AA728734, gb 

148321 

LIB3175-003-P1-K1-E6 

BLASTN 

g3395421 

440 

0.0e+00 

454 

99 

Arabidopsis thaliana chromosome II BAC T19C21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148322 

LIB3175-003-P1-K1-E7 

BLASTX 

g602076 

376 

3.0e-36 

84 

20 

(X77456) pentameric polyubiquitin [Nicotiana tabacum] 
148323 

LIB3175-003-P1-K1-E8 

BLASTX 

gl35444 

582 

2.0e-60 

120 

94 

TUBULIN BETA-1 CHAIN >gi_16122_emb_CAA38630_ (X54852) 
beta-tubulin [Avena sativa] 

148324 

LIB3175-003-P1-K1-E9 

BLASTX 

gl084415 

335 

2.0e-31 

111 

60 

RNA-binding protein - Wood tobacco >gi__624 925_dbj_BAA05170_ 
(D26182) RNA-binding glycine rich protein (RGP-2) 
[Nicotiana sylvestris] 



Seq. No. 
Seq. ID 



148325 

LIB3175-003-P1-K1-F1 



18752 



Method BLASTX 

NCBI GI g2781354 

BLAST score 169 

E value 2.0e-31 

Match length 125 

% identity 63 

NCBI Description (AC003113) F24O1.10 [Arabidopsis thaliana] 

Seq. No. 148326 

Seq. ID LIB3175-003-P1-K1-F10 

Method BLASTX 

NCBI GI gll9143 

BLAST score 639 

E value 6.0e-67 

Match length 123 

% identity 99 



NCBI Description ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 


148327 


Seq. ID 


LIB3175-003-P1-K1-F12 


Method 


BLASTN 


NCBI GI 


gl305454 


BLAST score 


72 


E value 


5.0e-32 


Match length 


147 


% identity 


93 


NCBI Description 


Arabidopsis thaliana cytosolic cyclophilin (R0C3) mRNA, 




complete cds 


Seq. No. 


148328 


Seq. ID 


LIB3175-003-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g4006827 


BLAST score 


360 


E value 


3.0e-34 


Match length 


150 


% identity 


46 


NCBI Description 


(AC005970) subtilisin-like protease [Arabidopsis thaliana] 


Seq. No. 


148329 


Seq. ID 


LIB3175-003-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


. -g2462834 


BLAST score 


199 


E value 


2.0e-15 


Match length 


107 


% identity 


41 


NCBI Description 


(AF000657) hypothetical protein [Arabidopsis thaliana] 



18753 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148330 

LIB3175-003-P1-K1-F4 

BLASTX 

gl32102 

246 

5.0e-21 

79 

68 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 


148331 


Seq. ID 


LIB3175-003-P1-K1-F6 


Method 


BLASTX 


NLBI GI 


_0 C A 0 1 CO 

gzb4zloo 


BLAST score 


/ion 

429 


E value 


3 . ue-4^ 


Match length 


117 


% identity 


68 


NCBI Description 


(AC003QGG) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


148332 


Seq. ID 


LIB3175-003-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g543565 


BLAST score 


218 


E value 


l . Oe-l / 


Match length 


87 


% identity 


44 


NCBI Description 


hypothetical 10. OK protein - Zinnia elegans 




>gi 4yo/zi ubj bAA.Ub4oz tujUoUi; ihu4 L^> innia exegansj 




>gi_64190'3 (U19266) putative nonspecific lipid transfer 




auxin induced gene [Zinnia elegans] 


Seq. No. 


148333 


Seq. ID 


LIB3175-003-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2244759 


BLAST score 


606 


E value 


4.0e-63 


Match length 


144 


% identity 


75 


NCBI Description 


(Z97335) selenium-binding protein [Arabidopsis thaliana 


Seq. No. 


148334 


Seq. ID 


LIB3175-003-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g3402713 


BLAST score 


731 


E value 


1.0e-77 


Match length 


147 


% identity 


97 



18754 



NCBI Description (AC004261) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148335 

LIB3175-003-P1-K1-G12 

BLASTX 

g3915826 

589 

4.0e-61 

137 

81 

60S RIBOSOMAL PROTEIN L5 
148336 

LIB3175-003-P1-K1-G2 

BLASTN 

g4467094 

411 

0.0e+00 

433 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F20D10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148337 

LIB3175-003-P1-K1-G5 

BLASTX 

g3157927 

288 

8.0e-26 

90 

63 

(AC002131) Contains similarity to GDP-dissociation 
inhibitor gb_L07918 from Mus musculus. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148338 

LIB3175-003-P1 

BLASTX 

g2129978 

571 

6.0e-59 

122 

60 

calmodulin 
calmodulin 
calmodulin 
calmodulin 
calmodulin 



-K1-G6 



(clone PCM5) - potato >gi_677903 (U20295) 
[Solanum tuberosum] >gi_687704 (U20294) 
[Solanum tuberosum] >gi_687706 (U20296) 
[Solanum tuberosum] >gi_687708 (U20297) 
[Solanum tuberosum] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



148339 

LIB3175-003-P1-K1-G7 

BLASTN 

g2737903 

387 

0.0e+00 

419 

98 



18755 



NCBI Description Arabidopsis thaliana retrotransposon TSCL genomic sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148340 

LIB3175-003-P1-K1-G8 

BLASTX 

g267070 

622 

5.0e-65 

118 

97 

TUBULIN ALPHA- 6 CHAIN >gi_2 82852_pir JQ1597 tubulin 

alpha-6 chain - Arabidopsis thaliana >gi_166920 (M84699) 
TUA6 [Arabidopsis thaliana] >gi__2244853_emb_CAB10275_ 
(Z97337) tubulin alpha-6 chain (TUA6) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148341 

LIB3175-003-P1-K1-G9 
BLASTX 
g4337175 
613 

6.0e-64 
140 
87 

(AC006416) 
gb_T04111, 
gb_R90004, 

gb_AA720210 come from this gene 



ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 

[Arabidopsis thaliana] 





Seq. No. 


148342 




Seq. ID 


LIB3175-003-P1-K1-H1 




Method 


BLASTX 




NCBI GI 


g2245141 




BLAST score 


509 




E value 


1.0e-51 




Match length 


98 




% identity 


99 




NCBI Description 


(Z97344) acetylornithine deacetylase 




Seq. No. 


148343 




Seq. ID 


LIB3175-003-P1-K1-H10 




Method 


BLASTX 




NCBI GI 


g3024666 




BLAST score 


585 




E value 


1.0e-60 




Match length 


137 




% identity 


84 




NCBI Description 


STRICTOSIDINE SYNTHASE 1/2 PRECURSOR 



[Arabidopsis thaliana] 



i_1754983 (U43713) 

strictosidine synthase [Arabidopsis thaliana] >gi_1754 985 
(U43945) strictosidine synthase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



148344 

LIB3175-003-P1-K1-H11 

BLASTX 

g2497753 

263 

7.0e-23 



18756 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



95 
49 

NONSPECIFIC LIPID-TRANSFER PROTEIN 3 PRECURSOR (LTP 3) 
>gi_1321915_emb_CAA65477_ (X96716) lipid transfer protein 
[Prunus dulcis] 



148345 

LIB3175-003-P1-K1-H12 

BLASTN 

g4519187 

368 

0.0e+00 

416 

97 

Arabidopsis thaliana genomic DNA, 
K1G2, complete sequence 



chromosome 3, TAC clone: 



148346 

LIB3175-003-P1-K1-H2 

BLASTX 

gl351239 

355 

1.0e-33 

99 

65 

THIOREDOXIN M-TYPE PRECURSOR (TRX-M) >gi_481594__pir S38909 

thioredoxin m precursor - garden pea 

>gi_431957_emb_CAA53900_ (X76269) thioredoxin m [Pisum 
sativum] 

148347 

LIB3175-003-P1-K1-H3 

BLASTX 

g2981475 

563 

5.0e-58 

140 

74 

(AF053084) 
domestica] 



putative cinnamyl alcohol dehydrogenase [Malus 



148348 

LIB3175-003-P1-K1-H6 

BLASTX 

g2911797 

217 

1.0e-17 

85 

47 

(AF008183) 4-coumarate:CoA ligase 2 [Populus balsamifera 
subsp. trichocarpa X Populus deltoides] 

148349 

LIB3175-003-P1-K1-H8 

BLASTN 

g3335356 

299 



18757 



€1 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-167 
441 ' 
98 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

148350 

LIB3175-003-P1-K1-H9 

BLASTX 

gl32110 

49 

2.0e-67 

136 

95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148351 

LIB3175-004-P1-K1-A1 

BLASTN 

g2351072 

47 

1.0e-17 

125 
90 

Arabidopsis thaliana genomic DNA f chromosome 5, 
MYC6, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 



148352 

LIB3175-004-P1-K1-A10 

BLASTX 

g3859606 

596 

5.0e-62 

132 

79 

(AF104919) contains similarity to cysteine proteases (Pfam: 
PF00112, E=1.3e-79, N=l) [Arabidopsis thaliana] 

148353 

LIB3175-004-P1-K1-A11 

BLASTN 

g3176701 

117 

3.0e-59 

247 

95 

Arabidopsis thaliana chromosome II BAC T20K24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

148354 

LIB3175-004-P1-K1-A12 
BLASTN 



18758 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4220631 
121 

2.0e-61 

402 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K5J14, complete sequence [Arabidopsis thaliana] 

148355 

LIB3175-004-P1-K1-A3 

BLASTX 

g2911057 

199 

5.0e-16 

51 
82 

(AL021961) caffeoyl-CoA O-methyltransf erase - like protein 
[Arabidopsis thaliana] 

148356 

LIB3175-004-P1-K1-A5 

BLASTX 

g3668175 

582 

3.0e-60 

119 

94 

(AB006778) vegetative storage protein [Arabidopsis 
thaliana] 

148357 

LIB3175-004-P1-K1-A6 

BLASTX 

g4567232 

64 

1.0e-34 

87 
93 

(AC007119) putative 40S ribosomal protein S25 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



148358 

LIB3175-004-P1-K1-A8 

BLASTX 

g2760833 

357 

5.0e-34 

74 

99 

(AC003105) unknown protein [Arabidopsis thaliana] 
148359 

LIB3175-004-P1-K1-B10 

BLASTX 

g2146728 

144 

6.0e-09 



18759 



Match length 

% identity 

NCBI Description 



98 
46 

cyclin cyclb - Arabidopsis thaliana >gi_1360646 (L27223) 
cyclin [Arabidopsis thaliana] 



Seq. No. 


148360 


Dcq. -LL' 


XJXO.JX / o <j Ul t X IYX I_)X£. 


jyiecnou 


DxiriO 1 IN 




gft 1 0 / U ;? 




«J v *± 


E value 


u • uetuu 


Match length 






1 no 


NCBI Description 


/iraDiQopsis unaiiana genomic uin-r^ cnruiuuboiue o 7 ri 




lyiiiiNzi, coiupiei,e sequence 


Seq. No. 


148361 


0 r\/-r T Pi 

beq. id 


LiId^I / 0 UU4 rl i\l dj 


Metnoa 


bLAblA 


NCBI GI 


g4ob f ZDD 


bLiAbi score 


oou 


E value 


z . ue-ob 


Ma t cn 1 engt n 


ii y 


% identity 


y i 


NCBI Description 


^/iuuu / 1 1 ? ) puLauive pnospnaLiuyiinobitoi/ pilUpilaUlU] 




transfer protein [Arabidopsis thaliana] 


beq. No. 


14 cf JoZ 


Seq, ID 


LlrJol /0-UU4— rl— J\l _ b4 


Method 


BLASTX 


NUtsl bl 


go /ooy / o 


BLAST score 


/TOO 


E value 


o . ue— 


ixiau.cn lengun 




% identity 




NCBI Description 


(AC005560) unknown protein [Arabidopsis thaliana] 


Seq. No. 


148363 


Seq. ID 


LIB3175-004-P1-K1-B6 


Method 


DT a CTY 

DXj/ibX A 


JNIUDl bl 


~/i n o O >1 ^TT 
g4Uo04 D / 


BLAST score 


41b 


E value 


o . ue-4 i 


Match length 


ob 


-s identity 


Ol 


NCBI Description 


AKLilJNlNJli/bhiKliNiij Kl^H birlilUllNtji CAuiUK KbJrol 




>rri 1707^66 pmh PAA^77Qft fXQQ4^S^ c-nl i nina factor 




[Arabidopsis thaliana] 


Seq. No. 


148364 


Seq. ID 


LIB3175-004-P1-K1-B7 


Method 


BLASTX ' 


NCBI GI 


g4678943 


BLAST score 


266 


E value 


2.0e-23 


Match length 


102 


% identity 


30 



18760 



NCBI Description (AL04 9711) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148365 

LIB3175-004-P1-K1-B9 

BLASTX 

gl246019 

670 

1.0e-70 

131 
97 

(S80554) chalcone synthase, CHS [Arabidopsis, Landsberg 
erecta, tt4, Peptide Mutant, 395 aa] [Arabidopsis] 

148366 

LIB3175-004-P1-K1-C1 

BLASTN 

g2244788 

323 

0.0e+00 

408 

93 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

148367 

LIB3175-004-P1-K1-C10 

BLASTX 

g67842 

360 

3.0e-34 

84 

89 

H+-transporting ATP synthase (EC 3.6.1.34) beta chain - 
spinach chloroplast >gi_343355 (JO 14 41) ATPase beta subunit 

[Spinacia oleracea] >gi_223530_prf 0811259A ATPase beta 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148368 

LIB3175-004-P1-K1-C11 

BLASTX 

g3661595 

370 

2.0e-35 

68 

100 

(AF091844) aminoalcoholphosphotransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148369 

LIB3175-004-P1-K1-C12 

BLASTX 

g2944446 

320 

1.0e-29 

77 
78 

(AF050756) cysteine endopeptidase precursor [Ricinus 



18761 



communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148370 

LIB3175-004-P1-K1-C2 

BLASTN 

gl707006 

245 

1.0e-135 

390 

98 

Arabidopsis thaliana chromosome II BAC T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



148371 

LIB3175-004-P1-K1-C3 

BLASTN 

g3702731 

302 

1.0e-169 

357 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFC19, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148372 

LIB3175-004-P1-K1-C4 

BLASTN 

g2351062 

48 

9.0e-18 

147 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAH20, complete sequence [Arabidopsis thaliana] 

148373 

LIB3175-004-P1-K1-C5 

BLASTX 

g3122673 

609 

2.0e-63 

140 

84 

60S RIBOSOMAL PROTEIN LI 5 >gi_2245027_emb_CAB1044 7_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148374 

LIB3175-004-P1-K1-C6 

BLASTX 

g3914370 

631 

5.0e-66 

149 

84 

GLYCEROL- 3 -PHOSPHATE ACYLTRANS FERAS E PRECURSOR (GPAT) 

>gi_419754j?ir S31083 glycerol-3-phosphate 

O-acyltransf erase (EC 2.3.1.15) precursor - Arabidopsis 



18762 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana >gi_217 845_dbj_BAA0057 5_ (D00672) 

glycerol-3-phosphate acyltransf erase [Arabidopsis thaliana] 
>gi_217847_dbj_BAA0057 6_ (D00673) glycerol-3-phosphate 
acyltransferase precursor [Arabidopsis thaliana] 

148375 

LIB3175-004-P1-K1-C7 

BLASTN 

g3128135 

318 

1.0e-179 

366 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K19E1, complete sequence [Arabidopsis thaliana] 

148376 

LIB3175-004-P1-K1-C8 

BLASTX 

g4587525 - 

142 

8.0e-09 

95 

34 

(AC007060) Contains the PF__00650 CRAL/TRIO 
phosphatidyl-inositol-transf er protein domain. ESTs 
gb_T76582 / gb_N06574 and gb_Z25700 come from this gene. 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



148377 

LIB3175-004-P1-K1-D1 

BLASTX 

g481031 

478 

4.0e-48 

127 

44 



NCBI Description transcription factor SF3 - common sunflower 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148378 

LIB3175-004-P1-K1-D10 

BLASTX 

g3337356 

178 

2.0e-13 

36 

94 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



148379 

LIB3175-004-P1-K1-D11 

BLASTN 

g4469002 

254 

1.0e-141 
399 



18763 



% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone T29A15 




(ESSA project) 


Seq. No. 


148380 


Seq. ID 


LIB3175-004-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3l84l00 


BLAST score 


I8l 


E value 


2. 0e-l3 


Match length 


51 


% identity 


61 


NCBI Description 


(AL023777) rna binding protein [Schizosaccharomyces pombe] 


Seq. No. 


148381 


Seq. ID 


LIB3175-004-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g4314363 


BLAST score 


564 


E value 


3. Oe-58 


Match length 


121 


% identity 


49 


NCBI Description 


(AC006340) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


148382 


Seq. ID 


LIB3175-004-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


gl6452 


BLAST score 


52 


E value 


6.0e-21 


Match length 


81 


% identity 


91 


NCBI Description 


Arabidopsis thaliana atslA gene for ribulose 1 . 5-biphoshate 




carboxylase small subunit (EC 4 . 1 . 1 . 39) 


Seq. No. 


148383 


Seq. ID 


LIB3175-004-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3687239 


BLAST score 


612 


E value 


8.0e-64 


Match length 


123 


% identity 


95 


NCBI Description 


(AC005169) putative clathrin coat assembly protein 




[Arabidopsis thaliana] 


Seq. No. 


148384 


Seq. ID 


LIB3175-004-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4589366 


BLAST score 


275 


E value 


2 . Oe-24 


Match length 


117 


% identity 


47 


NCBI Description 


(AF140505) DEAD box RNA helicase [Candida albicans] 


Seq. No. 


148385 



18764 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-004-P1-K1-E1 

BLASTX 

g2497486 

628 

1.0e-65 

123 

99 

URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_2121275 (AF000147) UMP/CMP kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148386 

LIB3175-004-P1-K1-E11 

BLASTX 

gl66834 

84 

3.0e-68 

137 

97 

(M86720) 
activase 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642155 (AC003000) 



Rubisco activase [Arabidopsis thaliana] 
148387 

LIB3175-004-P1-K1-E12 

BLASTN 

g2182287 

327 

0.0e+00 

355 

98 

Genomic sequence for Arabidopsis thaliana BAC T7N9, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 


148388 


Seq. ID 


LIB3175-004-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4490331 


BLAST score 


583 . 


E value 


2.0e-60 


Match length 


131 


% identity 


87 


NCBI Description 


(AL035656) hypothetical protein [Arab 


Seq. No. 


148389 


Seq. ID 


LIB3175-004-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3024697 


BLAST score 


379 


E value 


1.0e-36 


Match length 


79 


% identity 


96 


NCBI Description 


T-COMPLEX PROTEIN 1, EPSILON SUBUNIT 




(CCT-EPSILON) >gi_2213618 (AC000103) 




thaliana] 


Seq. No. 


148390 



(TCP-1-EPSILON) 
F21J9.12 [Arabidopsis 



18765 



Seq. ID 


LIBol / D-UU4-P1-KI-ED 


Method 


"DT 7\ 0 rpv 


NCBI GI 


g4102839 


BLAST score 


251 


E value 


2 . Oe-21 


Match length 


136 


% identity 


40 


NCBI Description 


tArUio/iJ; LeUfii [Lycopersicon escuientumj 


Seq. No. 


148391 


Seq. ID 


T TOO 1 T C Art /I T"~> 1 TV "1 TPjC 

LIBol /0-UU4-P1-K1-ED 


Jxiernou 


DllAb IN 




go / / Jo 


BLAST score 


41 


E value 


7.0e-14 


Match length 


61 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



MQL5, complete sequence [Arabidopsis thaliana] 
148392 

LIB3175-004-P1-K1-E7 

BLASTX 

g4455215 

146 

2.0e-09 

87 

41 

(AL0354 40) putative homeodomain protein [Arabidopsis 
thaliana] 

148393 

LIB3175-004-P1-K1-E8 

BLASTX 

g2829899 

224 

1.0e-18 

71 
61 

(AC002311) similar to ripening- induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

148394 

LIB3175-004-P1-K1-F1 

BLASTX 

g2493646 

267 

1.0e-23 

70 

74 

MITOCHONDRIAL CHAPERONIN HSP60-2 PRECURSOR >gi_309559 
(L21008) chaperonin 60 [Zea mays] >gi_309561 (L21006) 
mitochondrial chaperonin 60 [Zea mays] 

148395 

LIB3175-004-P1-K1-F11 



18766 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4006848 

309 

3.0e-28 

107 

53 

(AJ131433) selenocysteine methyltransf erase [Astragalus 
bisulcatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148396 

LIB3175-004-P1-K1-F12 

BLASTX 

g2129639 

184 

9.0e-14 

72 
57 

luminal binding protein (BiP) - Arabidopsis thaliana 
>gi_1303695_dbj_BAA12348_ (D84414) luminal binding protein 
(BiP) [Arabidopsis thaliana] 



Seq. No. 


148397 


Seq. ID 


LIB3175-004-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2760843 


BLAST score 


345 


E value 


2.0e-32 


Match length 


142 


% identity 


56 


NCBI Description 


(AC003105) unknown protein [Arabidops 


Seq. No. 


148398 


Seq. ID 


LIB3175-004-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4741960 


BLAST score 


597 


E value 


5.0e-62 


Match length 


132 


% identity 


86 


NCBI Description 


(AF134130) Lhcb6 protein [Arabidopsis 


Seq. No. 


148399 


Seq. ID 


LIB3175-004-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


gll74162 


BLAST score 


461 


E value 


4.0e-46 


Match length 


82 


% identity 


99 


NCBI Description 


(U44976) ubiquitin-conjugating enzyme 



thaliana] >gi_3746915 (AF091106) E2 

ubiquitin-conjugating- like enzyme [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



148400 

LIB3175-004-P1-K1-G10 

BLASTN 

g4096078 



18767 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value* 

Match length 

% identity 

NCBI Description 



48 

7.0e-18 

175 

93 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

148401 

LIB3175-004-P1-K1-G11 

BLASTX 

g4417271 

755 

1.0e-80 

143 
98 

(AC007019) putative cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148402 

LIB3175-004-P1-K1-G12 

BLASTX 

gll75012 

626 

2.0e-65 

136 

91 

PLASMA MEMBRANE INTRINSIC PROTEIN 1C (TRANSMEMBRANE PROTEIN 
B) (TMP-B) >gi_396218_emb_CAA49155_ (X69294) transmembrane 
protein TMP-B [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148403 

LIB3175-004-P1-K1-G2 

BLASTX 

gl408473 

343 

2.0e-32 

79 

85 

(U48939) actin depolymerizing factor 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148404 

LIB3175-004-P1-K1-G3 

BLASTX 

g4138137 

363 

1.0e-34 

128 
55 

(AJ012796) ss-galactosidase [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



148405 

LIB3175-004-P1-K1-G4 

BLASTX 

g3157937 

640 

4.0e-67 



18768 



o 



Match length 

% identity 

NCBI Description 



132 
97 

(AC002131) Identical to aspartic proteinase cDNA gb_U51036 
from A. thaliana. ESTs gb_N96313, gb_T21893, gb_R30158, 

gbJT21482, gb_T43650, gb_R64749, gb_R65157, gb_T88269, 

gb_T44552, gb_T22542, gb_T76533, gb_T44350, gb_Z34591, 
gb_AA728734, gb 



beg. jno. 


14 o 4 U o 


oeg. iJJ 


LiIdoI ID — UU4 — rl — l\l bO 


Method 


DijAb IN 


NUbl bl 


goooUUzo 


i3.Un.bl score 


oy / 


E value 


u . ue+uu 


Match length 


445 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T26I20 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


beg. no. 


1 A Q A f\H 

14o4U / 


Seg. ID 


LIB3175-004-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3747111 


BLAST score 




E value 


3. Oe-59 


Match length 


127 


% identity 


87 


NCBI Description 


(AF095641) MTN3 homolog [Arabidopsis thaliana] 


Seg. No. 


148408 


beg. id 


liitJJl /0-UU4 — rl— J\l-b / 


Method 


BLASTN 


NCBI GI 


g3367500 


BLAST score 




E value 


l . ue-lol 


Match length 


428 


% identity 


98 


NCBI Description 


REVERSE- COMPLEMENT OF: F^i Jo . GCG . SEQ CHECK: 2754 FROM 




TO: 93489, complete sequence [Arabidopsis thaliana] 


beg. no. 


1 A Q A HQ 


Seq. ID 


LIB3175-004-P1-K1-G8 


Method 


BLASTX 


NUB1 (jl 


gJootfUoO 


BLAST score 


383 


E value 


4.0e-37 


Match length 


96 


% identity 


82 


NCBI Description 


(AC004667) unknown protein [Arabidopsis thaliana] 


Seg. No. 


148410 


Seg. ID 


LIB3175-004-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3107903 


BLAST score 


254 


E value 


5.0e-22 


Match length 


66 



18769 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 

(D83719) polycomb-like protein [Daucus carota] 
148411 

LIB3175-004-P1-K1-H1 

BLASTN 

g4263774 

426 

0.0e+00 

442 

99 

Arabidopsis thaliana chromosome II BAC T20F21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148412 

LIB3175-004-P1-K1-H10 

BLASTN 

g2342717 

97 

4.0e-47 

282 
94 

Arabidopsis thaliana chromosome II BAC T14G11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

148413 

LIB3175-004-P1-K1-H11 

BLASTN 

g3355463 

37 

2.0e-ll 

357 

85 

Arabidopsis thaliana chromosome II BAC F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


148414 




Seq. ID 


LIB3175- 


004-P1-K1-H2 


Method 


BLASTX 




NCBI GI 


g535780 




BLAST score 


706 




E value 


8.0e-75 




Match length 


134 




% identity 


100 




NCBI Description 


(D26609) 


transmembrane 


Seq. No. 


148415 




Seq. ID 


LIB3175- 


004-P1-K1-H3 


Method 


BLASTX 




NCBI GI 


g81952 




BLAST score 


662 




E value 


1.0e-69 




Match length 


147 




% identity 


87 




NCBI Description 


tubulin 


beta-2 chain - 


Seq. No. 


148416 





(fragment) 



18770 



Qprr jn 


LIB3175-004-P1-K1-H4 


Mofh nH 


RLASTX 


NCBI GI 


y _-ft ^jUI j 


DT 7\ Q T f nnrr* 
Dlurio x bCOXc 


J D D 


E value 


2.0e-58 


Match length 


131 




84 


"MP , T2 T noCPVI T>"t* t r\n 
INJ^XjX JJcoOX XLy L X<J11 


amp qYTaTfinciF DFT.TA' CHATN MITOCHONDRIAL PRECURSOR 


>rn 1 Hhn RAA1 fDfift^7fi1 dpi ts-nri mp siibunit" of 




m n +■ pipVinnr^ri a 1 TTl -QTPa q a r Zirahi Hoif! ^ "l Q "h h a 1 "i an a 1 
ilLX UvJOIiOilLlX lctl £X xl 1 l aoC [nlaJJXUU^'DXD LllaXXallci J 


Oc?g. 1MO. 


X ft 0 ft x / 




LIB317 5-004-P1-K1-H6 


Mot" In PiH 


RT.A^TX 


NCBI GI 


g4586265 


BLAST score 


375 


£j vdl Lit; 


4 Op-49 


Match length 




? laentity 


/ X 


LNLrDX UcoCI XU uXUil 


^ r\±j u *± _7 U 1 U yl LyLiLdi L vc LvxuLcxil |_rix ajjxuupoxo Liiaxxaiiaj 


oeq. LNO . 


X ft 0 *± 1 0 


O C ^ • X u 


T,TR^1 7S-flf)4-Pl -K1 -H7 

XlXOJl r J UUl JTX l\X XX f 




RT.A^TX 


iNL-rsx LjX 


rrl 1 79S79 
yxx/zo/^ 


oXirlO 1 5COJ-C 


ft DO 


E value 


O ■ Uc f± / 


Maucn ±engt.n 


11 Q 


^ iaenuiL.y 


7 Q 


NCBI Description 


CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856_pir JN0718 




drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 




UXcOUXoUX riXaUXUULJoXO L-llCtX lalia /yx U JU1U \JXJ J UflfiU&.J / «J 




(Ul Jurti / LXIXvJX Lyi U Lcaoc I JrlX clxjx vxu polo LllClX J-dLLd J 




^■rri 4R^Q^9P «ttiK PAR'^Pfl9Q 1 /ATn^R^7Q\ H-rrmrrh-h — i nHnri hi! p 

-^gX *t J J J OZO eitlD OrUD JO U4 i3 ■ X \riXJU Jj O / ,7 / UXULAylXL. XIiU.LH_.XJJX t: 




pwof o i -n d y-\ v/-\+- -J ria on RH1 QS nvopnTCflT* r Z\T*ahi Hnn5 tq "t*Vial l anal 
L-yoLclilc pxULcxiiaoc i\X/X_7x-i px cluxoux l** 1 - auxuupoxa Liiaxxana j 


beg. jno . 


1 A Q A 1 Q 

14 o ft x y 


□eq. iu 


T TR^I 7^1 — find — Pi -PR 
XiXDOX/O UUft xtX r\.x no 




OXxriO X A 


NCBI GI 


g4741962 


BLAST score 


409 


TT 1 tt ^ T n est 


O * Uc ftU 


\A 4— /-(Vi 1 f\ VI /T "4~~ 

i v iatcn lengLn 


110 








\nr XjIXjX/ XroiJO |-^X KJ L. t; Xll Ln.xaiJXuupoxo Liiaxx cti id j 


oeg. jno . 


X ft O ft z u 


ot?g. in 


T TR^1 7R — nn4-Pl -K"1 — RQ 
iiXDJ x / >j uui irx rvx n 


Method 


D-Utlb X N 


vrnriT PT 
LMOrJX IjX 


gouft DO ft / 


RT.A cfArp 

XJX-lrt-O X OOUiC 


1 4^ 

X 1 o 


E value 


1.0e-74 


Match length 


355 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosomes, TAC clone: 




K11J9, complete sequence [Arabidopsis thaliana] 



18771 





oeq. wo. 


1 A Q A O 1 
14 042 1 




oeq. lu 


T TR^1 7c;_nnR-Pl — 






Dij/iO i IN 




NCBI GI 


g2160716 




BLAST score 


349 




E value 


U . Uc+UU 




Match length 


Job 




% identity 


y / 




JNctJi uescripxion 


iiraDiaopsis Laaiiana laUiio uiKiNii/ coinpieiie cas 




Seq. No. 


148422 




beg. lu 


t t n "3 1 t c nnc^ di t^i 7\o 
lilBol / j"UUj-ri-J\l-A*i 




Method 






NCBI GI 


g4741940 




BLAST score 


609 




E value 


z . ue o J 




Match length 






% identity 


o2 




NCBI Description 


\±±n io*t ±zu ; Lincaz protein L/iiauiciopsis inaiiaiiaj 




Seq. No. 


14842J 




oeq. iu 


lilnol / D UUO rl M Aj 




Method 


BLASTX 


PI 


NCBI GI 


g3860258 




BLAST score 


84 




E value 


d . ue — 14 




Match length 


/y 


ffi 


% identity 


bo 




NCBI Description 


(AC005824) unknown protein [Arabidopsis thaliana] 




Seq. No. 


"1 A O A O A 

148424 




beq. lu 


LIdoI /O-UUO-Jr l-i\l— 




Method 


DT TlO TV 




NCBI GI 


g4539303 




BLAST score 


604 




E value 


/ . Ue-b J 




Match length 


i jy 




% identity 


/O 




NCBI Description 


(ALU4y48U) putative protein L Arabidopsis tnaiianaj 




Seq. No. ^ 


148425 




beq. iu 


lilrsol / 0 _ UUo-rl-J\l-Ao 




TVvT^ 4*" V* y"\ /■■J 


■QT TiCTV 
oli/io 1 A 




KfPRT fJT 

LNk/Dl VJ J. 






BLAST score 


50 




E value 


6.0e-65 




Match length 


129 




% identity 


92 




NCBI Description 


ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 



>gi_81606__pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453 
(XI 64 30) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34 455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 



18772 



>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148426 

LIB3175-005-P1-K1-A6 

BLASTX 

g4091810 

254 

7.0e-22 

79 

70 

(AF053345) fatty acid elongase 
[Arabidopsis thaliana] 



3-ketoacyl-CoA synthase 1 



148427 

LIB3175-005-P1-K1-A7 

BLASTX 

g4185505 

370 

2.0e-35 

101 

73 

(AF101038) nonspecific lipid-transf er protein precursor 
[Brassica napus] 

148428 

LIB3175-005-P1-K1-A8 

BLASTN 

g3176695 

32 

1.0e-08 

68 
87 

Arabidopsis thaliana chromosome I BAC F14J9 genomic 
sequence contains phyA marker, complete sequence 
[Arabidopsis thaliana] 

148429 

LIB3175-005-P1-K1-A9 

BLASTX 

g4140326 

252 

1.0e-21 

98 

42 

(AL031282) dJ283E3.6.1 (PUTATIVE novel protein similar to 
many (archae) bacterial, worm and yeast hypothetical 
proteins) [Homo sapiens] 

148430 

LIB3175-005-P1-K1-B10 

BLASTX 

g3360289 

464 

6.0e-47 

131 

68 

(AF023164) leucine-rich repeat transmembrane protein kinase 



18773 



1 [Zea mays] 



Oct]. IN U • 




beq. 1U 


LiDjl / 0 U Uj rl JM Dl 1 


Method 


BLASTN 


NCBI GI 


g3241917 


DLd±oL score 


j jl 


E value 


A A j-\ J_ AA 


Match length 


.54 .3 


15 J_U.eIlL.l L.y 




jnL/di Description 


Arabidopsis thaliana gen< 




K19B1, complete sequence 


oeq * inq . 


±*± o*± 


Seq. ID 


LIB3175-005-P1-K1-B2 


Method 


BLASTX 




gio ozo / y 


biiAbi score 




E value 


o . ue— od 


Match length 


1 AQ 


% identity 


i n 


NCBI Description 


(X9ouo3) polyuDiquitm i 


beq. wo* 


14o 4 J J 


Seq. ID 


LIB3175-005-P1-K1-B3 


Method 


BLASTN 


NCBI GI 


g219112o 


BLAST score 


o o c 

325 


E value 


A A ^ i A A 


Matcn length 


ooi 


^ identity 




NCBI Description 


Arabidopsis thaliana BAC 


beq. jno . 


1 A QA 1A 
14 0 4 J4 


Seq. ID 


LIB3175-005-P1-K1-B4 


Method 


BLASTX 


XT /TIT r*T 

NCBI GI 


g4o /o2 /o 


BLAST score 


C O A 

589 


E value 


O A«. 

3 . Ue-ol 


Match length 


11 / 


% identity 


AT 


NCBI Description 


(AL04 9660) putative prot 


beq. jno. 


14o4oO 


Seq. ID 


LIB3175-005-P1-K1-B5 


Ma 4— Vi /»\ 

ixte tnoa 


DT AC TV 


NCBI GI 


gll5767 


BLAST score 


643 


E value 


2.0e-67 


Match length 


126 


% identity 


97 


NCBI Description 


CHLOROPHYLL A-B BINDING 




(CAB-165/180) (LHCP) >gi 



PROTEIN OF LHCII TYPE I PRECURSOR 

_81603__pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi 16372 emb CAA27541 (X03908) chlorophyll a/b binding 



18774 



protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148436 

LIB3175-005-P1-K1-B6 

BLASTX 

g4741940 

536 

4.0e-55 

105 

96 

(AF134120) Lhca2 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148437 

LIB3175-005-P1-K1-B7 

BLASTX 

g2829899 

370 

2.0e-35 

102 

67 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

148438 

LIB3175-005-P1-K1-B8 

BLASTN 

g4589427 

166 

3.0e-88 

301 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MFG13, complete sequence 

148439 

LIB3175-005-P1-K1-B9 

BLASTN 

g3080430 

219 

1.0e-120 

283 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone T19P19 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148440 

LIB3175-005-P1-K1-C1 

BLASTN 

g2435510 

196 

1.0e-106 

457 

98 

Arabidopsis thaliana BAC TM017A05 



Seq. No. 



148441 



18775 



Seq. ID 


LIB3175-005-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g!350680 


BLAST score 


628 


E value 


1. Oe-65 


Match length 


123 


% identity 


96 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


148442 


Seq. ID 


LIB3175-005-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2213622 


BLAST score 


380 


E value 


1. Oe-36 


Match length 


79 


% identity 


99 


NCBI Description 


(ACGG01U3) F21J9.25 [Aracaaops 


Seq. No. 


148443 


Seq. ID 


LIB3175-005-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


gl531762 


BLAST score 


191 


E value 


2.0e-14 


Match length 


36 


% identity 


100 


NCBI Description 


(Y07765) S-adenosylmethionine 




thaliana] 



[Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148444 

LIB3175-005-P1-K1-C6 

BLASTN 

g2264319 

102 

4.0e-50 

298 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXA21, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148445 

LIB3175-005-P1-K1-D1 

BLASTX 

gll5783 

623 

4. Oe-65 

126 

94 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



148446 

LIB3175-005-P1-K1-D10 
BLASTX 



18776 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4263703 
202 

1.0e-15 

89 
54 

(AC006223) hypothetical protein [Arabidopsis thaliana] 
148447 

LIB3175-005-P1-K1-D3 

BLASTN 

g2696018 

44 

7.0e-16 

76 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148448 

LIB3175-005-P1-K1-D4 

BLASTX 

gl20675 

472 

2.0e-47 

116 

78 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1,2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA27844_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148449 

LIB3175-005-P1-K1-D6 

BLASTX 

g2244977 

462 

3.0e-46 

106 

85 

(Z97340) cysteine proteinase [Arabidopsis thaliana] 
148450 

LIB3175-005-P1-K1-D7 

BLASTN 

g2760172 

126 

9.0e-65 

170 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUB3, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



148451 

LIB3175-005-P1-K1-D8 

BLASTX 

g417103 



18777 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



335 

1.0e-31 

68 

99 

HI STONE H3.2, MINOR >gi_282871_pir S2434 6 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi__404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_48ff563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157__emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi__2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4 4 90754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 


148452 


Seq. ID 


LIB3175-005-P1-K1-D9 


Method 


BLASTN 


NCBI GI 


g710625 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


140 


% identity 


81 


NCBI Description 


Arabidopsis thaliana mRNA for ERD15 prot 


Seq. No. 


148453 


Seq. ID 


LIB3175-005-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g4455253 


BLAST score 


476 


E value 


5.0e-48 


Match length 


98 


% identity 


92 


NCBI Description 


(AL035523) superoxide dismutase (EC 1.15 




(Fe) (fragment) [Arabidopsis thaliana] 


Seq. No. 


148454 


Seq. ID 


LIB3175-005-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g3738092 


BLAST score 


90 


E value 


2.0e-51 


Match length 


118 


% identity 


88 


NCBI Description 


(AC005617) similar to glyoxysomal malate 




[Arabidopsis thaliana] 


Seq. No. 


148455 



1.1) 



18778 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.2.1.8) - Arabidopsis 
peptidyl-prolyl cis-trans 
992643 (U32186) 



LIB3175-005-P1-K1-E11 
BLASTX 
gl076366 
696 

1.0e-73 
131 
98 

peptidylprolyl isomerase (EC 
thaliana >gi_460968 (U07276) 
isomerase [Arabidopsis thaliana] >gi_ 
cyclophilin [Arabidopsis thaliana] 

>gi_1091580_prf 2021266A peptidyl-Pro cis-trans isomerase 

[Arabidopsis thaliana] 

148456 

LIB3175-005-P1-K1-E2 

BLASTN 

g3510343 

303 

1.0e-170 

368 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 

148457 

LIB3175-005-P1-K1-E3 

BLASTX 

gl352663 

481 

2.0e-48 

91 

100 

SERINE/THREONINE PROTEIN PHOSPHATASE PP2A-3 CATALYTIC 

SUBUNIT >gi_1076388jpir S52659 phosphoprotein phosphatase 

(EC 3.1.3.16) 2A isoform 3 - Arabidopsis thaliana 
>gi_466441 (M96841) Ser/Thr protein phosphatase 
[Arabidopsis thaliana] 

>gi_4559341_gb_AAD23003.1_AC007087_22 (AC007087) 
serine/threonine protein phosphatase PP2A-3 catalytic 
subunit [Arabidopsis thaliana] 

>gi_4567320_gb_AAD23731.1_AC005956_20 (AC005956) 
serine/threonine protein phosphatase [Arabidopsis thaliana] 

148458 

LIB3175-005-P1-K1-E4 

BLASTX 

g3193293 

670 

1.0e-70 

143 

96 

(AF069298) contains a short region of similarity to another 
Arabidopsis hypothetical protein F19K23.8 (GB: AC000375 ) 
[Arabidopsis thaliana] 



Seq. No. 



148459 



18779 



beq. id 


IjIDjI / 0"UUj ri i\1 £iJ 


Metnoa 




NCBI GI 


g3152596 


BLAST score 


262 


E value 


i rift o a 
1 . Ue— zo 


Match length 




% identity 


"7 A 

74 


NCBI Description 


{ T±C*f\C\0 QQCL\ VT7DQU1 OD rHv. 3 U-l rJr\r\ o -i o fhal -i anal 


Seq. No. 


148460 


beq. iu 


T TD'il T Q f\ fl C_D1 — 1V1 — 17 £ 

LIdjI /j-UUO ri"J\i~iljO 


Method 


■QT 7i CTY 
jDlxfib I A 


NCBI GI 


g3785983 


BLAST score 


546 


E value 


4 . ue-oo 


Match length 


luo 


% identity 


99 


NCBI Description 


(ALUUoooU) nypotne tical protein L^ ra -^ lt - l opsis unananaj 


Seq. No. 


148461 


Seq. ID 


LIBol / O-UUO — rl-J\l-hi / 


Method 


DT 7\ C TV 


NCBI GI 


g543565 


BLAST score 


145 


E value 


^ . ue-uy 


Match length 


43 


% identity 


51 


NCBI Description 


hypothetical 10. OK protein - Zinnia elegans 




>gi 493721 abj BAA06462 (D30802) TED4 [Zinnia elegans 




>gi 641903 (U19266) putative nonspecific lipid transfe 




auxin induced gene [Zinnia elegans] 


Seq. No. 


148462 


Seq. ID 




Jxiernoa 


T3 T 7\ O T>V 
bLAb-L A 


NCBI GI 


g3056594 


BLAST score 


528 


E value 


5 . 0e-54 


Match length 


1 1 A 

110 


% identity 


95 


NCBI Description 


(AC0042oo) TlF9.lo [Araoiaopsis tnaiianaj 


Seq. No. 


148463 


Seq. ID 


LIB3175-005-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2781354 


BLAST score 


609 


E value 


5 . Oe-64 


Match length 


123 


% identity 


100 


NCBI Description 


(AC003113) F24O1.10 [Arabidopsis thaliana] 


Seq. No. 


148464 


Seq. ID 


LIB3175-005-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g4582468 


BLAST score 


529 



18780 




E value 


4.0e-54 


Match length 


1 AO 

lUo 


% identity 


f\ a 

99 


NCBI Description 


(AC007071) putative 40S ribosomal protein; contains 




c— terminal aomam [AraDiaopsis inaiianaj 


Seq. No. 


1 A Q A 

14o4 00 


beq. iu 


LlDji / J UUj ITl J\l CXI 


Method 




NCBI GI 


go / uz f oz 


BLAST score 


37 


E value 


l.Oe-11 


Match length 


loo 


% identity 


79 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




jyibi iu, complete sequence [AraDiuopsis unananaj 


Seq. No. 


148466 


beq. ID 


t Tmn^ nnc. di v\ tr*3 
LiIJdJI / 0 — UUO — ri - J\l — r O 


Method 


rjT 7\ CHRV 

BLAb J. A 


NCBI GI 


g^! J I / / ZD 


BLAST score 


304 


E value 


8.0e-28 


Match length 


1 a a 

109 


% identity 


52 


NCBI Description 


(AF015811) putative lysophosphatidic acid acyltransf erase 




[Mus musculus] 


Seq. No. 


148467 


Seq. ID 


ItlBol /0-UUO-rl-j\i-r 4 


Method 


"DT 7\ C fPV 

BLiAblA 


NCBI GI 


g2245093 


BLAST score 


461 


E value 


4 . 0e-46 


Match length 


132 


% identity 


76 


NCBI Description 


(Z97343) membrane channel protein [Arabidopsis thaliana] 


Seq. No. 


148468 


Seq. ID 


LIB3175-005-P1-K1-FO 


Method 


BliAb 1A 


NCBI GI 


g4105772 


BLAST score 


408 


E value 


5 . Oe-40 


Match length 


86 


% identity 


43 


NCBI Description 


(AF04 9917) PGP9B [Petunia x nyDriaaj 


Seq. No. 


148469 


Seq. ID 


T TD01 T C AAC Tit TS"\ TTi'7 

LIBol /o-UUo-Pl-Kl-F / 


Method 


T>T 7\ O rpTiT 

BLAST N 




go J4 1 / 10 


BLAST score 


43 


E value 


4.0e-15 


Match length 


190 


% identity 


80 


NCBI Description 


Arabidopsis thaliana ACC oxidase (AC02) mRNA, complete cds 



18781 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148470 

LIB3175-005-P1-K1-G10 

BLASTN 

g3402745 

59 

1.0e-24 

197 

85 

Arabidopsis thali^na DNA chromosome 4, BAC clone F18E5 
(ESSAII project) 

148471 

LIB3175-005-P1-K1-G2 

BLASTX 

g3850573 

632 

8.0e~69 

137 

98 

(AC005278) Similar to gi__1652733 glycogen operon protein 
GlgX from Synechocystis sp. genome gb_D90908. ESTs 
gb_H36690, gb_AA712462, gb_AA651230 and gb_N95932 come from 
this gene. [Arabidopsis thaliana] 

148472 

LIB3175-005-P1-K1-G3 

BLASTX 

g3157947 

629 

8.0e-66 

120 

52 

(AC002131) Similar to protein gb_Z74962 from Brassica 
oleracea which is similar to bacterial YRN1 and HEAHIO 
proteins. ESTs gb_T21954, gb_T04283, gb_Z37609, gb_N37366, 
gb_R90704, gb_F15500 and gb_F14353 come from this gene. 
[Arabidopsis tha 

148473 

LIB3175-005-P1-K1-G6 

BLASTX 

g4587525 

221 

5.0e-18 

104 

38 

(AC007060) Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain. ESTs 
gb_T76582, gb_N06574 and gb_Z25700 come from this gene. 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



148474 

LIB3175-005-P1-K1-G7 

BLASTX 

g2766448 

307 



18782 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-28 

103 

54 

(AF029856) cytochrome P450 CYP98A1 [Sorghum bicolor] 
148475 

LIB3175-005-P1-K1-G8 

BLASTX 

gl20667 

480 

2.0e-48 

120 

77 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

148476 

LIB3175-005-P1-K1-G9 

BLASTX 

g2827139 

355 

7.0e-34 

66 

100 

(AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_4049343_emb_CAA22568_ (AL034567) 
cellulose synthase catalytic subunit (RSW1) [Arabidopsis 
thaliana] 

148477 

LIB3175-005-P1-K1-H1 

BLASTX 

g3157944 

638 

7.0e-67 

122 

100 

(AC002131) Very strong similarity to aminomethyl trans f erase 
precursor gb_U797 69 from Mesembryanthemum crystallinum. 
ESTs gb_T43167, gb_T21076, gb_H36999, gb_T22773, 
gb_N38038, gb_T13742, gb_Z26545, gb_T20753 and gb_W43123 
come from this ge 

148478 

LIB3175-005-P1-K1-H2 

BLASTX 

g3953466 

585 

8.0e-61 

118 
97 

(AC002328) F20N2.11 [Arabidopsis thaliana] 



18783 



Seq. No. 


1 A 0 A T Q 




Seq. ID 


LIBil /o-Uuo-Pl-Kl-Ho 




Method 


BLASTX 




NCBI GI 


g2651307 




BLAST score 


265 




E value 


4.0e-23 




Match length 


72 




% identity 


64 




NCBI Description 


.(AC002336) putative uroporphyinogen decarboxylase 




[Arabidopsis thaliana] 




Seq, No, 


148480 




Seq. ID 


LIB3175-005-P1-K1-H4 




Method 


BLASTX 




NCBI GI 


g2832625 




BLAST score 


510 




E value 


8.0e-52 




Match length 


112 




% identity 


86 


thaliana] 


NCBI Description 


(AL021711) putative protein [Arabidopsis 


Seq. No. 


148481 




Seq. ID 


LIB3175-005-P1-K1-H5 




Method 


BLASTX 




NCBI GI 


g2662343 




BLAST score 


517 




E value 


9.0e-53 




Match length 


107 




% identity 


93 




NCBI Description 


(D63581) EF-1 alpha [Oryza sativa] 




Seq. No. 


148482 




Seq. ID 


LIB3175-005-P1-K1-H7 




Method 


BLASTX 




NCBI GI 


g4218120 




BLAST score 


227 




E value 


6.0e-19 




Match length 


62 




% identity 


73 


[Arabidops 


NCBI Description 


(AL035353) Proline-rich APG-like protein 




thaliana] 




Seq. No. 


148483 




Seq. ID 


LIB3175-005-P1-K1-H8 




Method 


BLASTX 




NCBI GI 


g3080376 




BLAST score 


264 




E value 


3.0e-23 




Match length 


93 




% identity 


58 


thaliana] 


NCBI Description 


(AL022580) putative protein [Arabidopsis 


Seq. No. 


148484 




Seq. ID 


LIB3175-005-P1-K1-H9 




Method 


BLASTN 




NCBI GI 


g4756963 





18784 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



120 

6.0e-61 

326 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148485 

LIB3175-006-P1-K1-A1 

BLASTN 

g4691223 

187 

1.0e-101 

282 
98 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



F4F15 



Seq. No. 


148486 


Seq. ID 


LIB3175-006-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


g4539309 


BLAST score 


80 


E value 


2.0e-37 


Match length 


144 


% identity 


90 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone 




(ESSA project) 


Seq. No. 


148487 


Seq. ID 


LIB3175-006-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl817544 


BLAST score 


508 


E value 


1.0e-51 


Match length 


102 


% identity 


97 


NCBI Description 


(D83025) proline oxidase precursor [Arabidopsis 


Seq. No. 


148488 


Seq. ID 


LIB3175-006-P1-K1-A12 


Method 


BLASTN 


NCBI GI 


g4159709 


BLAST score 


241 


E value 


1.0e-133 


Match length 


293 


% identity 


95 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, 




MLN21, complete sequence 



F19H22 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



148489 

LIB3175-006-P1-K1-A2 

BLASTX 

gll5767 

410 

2.0e-40 
81 



18785 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb__CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

148490 

LIB3175-006-P1-K1-A3 

BLASTX 

g3249100 

530 

3.0e-54 

105 

94 

(AC003114) Match to calreticulin (AtCRTL) mRNA gb_U27 698 
and DNA gb_U66344. ESTs gb_T45719, gb_T22451, gb_H36323 
and gb_AA042519 come from this gene. [Arabidopsis thaliana] 

148491 

LIB3175-006-P1-K1-A5 

BLASTX 

g2501101 

491 

1.0e-49 
127 
83 

SYNTAXIN HOMOLOG (PEP12 HOMOLOG) 
syntaxin [Arabidopsis thaliana] 



>gi 899122 (L41651) 



148492 

LIB3175-006-P1-K1-A6 

BLASTX 

gl705677 

342 

3.0e-32 

81 

85 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG 

>gi_2118115_pir S60112 cell division control protein CDC48 

homolog - Arabidopsis thaliana >gi_1019904 (U37587) cell 
division cycle protein [Arabidopsis thaliana] 

148493 

LIB3175-006-P1-K1-A8 

BLASTN 

gl877523 

72 

3.0e-32 

169 

56 

Arabidopsis thaliana BAC T7I23, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 



148494 



18786 



Seq. ID LIB3175-006-P1-K1-B1 

Method BLASTX 

NCBI GI gl518540 

BLAST score 393 

E value 3.0e-38 

Match length 83 

% identity 92 

NCBI Description (U53418) UDP-glucose dehydrogenase [Glycine max] 
148495 

LIB3175-006-P1-K1-B2 
BLASTX 
g4505369 
235 

1.0e-19 

132 
39 

NADH dehydrogenase (ubiquinone) Fe-S protein 4 (18kD) 
(NADH-coenzyme Q reductase) 

>gi 3287881_sp_043181_NUYM_HUMAN NADH-UBIQUINONE 
OXIDOREDUCTASE 18 KD SUBUNIT PRECURSOR (COMPLEX 1-18 KD) 
(CI-18 KD) (COMPLEX I-AQDQ) (CI-AQDQ) >gi_2655053 
(AF020351) NADH: ubiquinone oxidoreductase 18 kDa IP subunit 
[Homo sapiens] 

Seq. No. 148496 

-Seq. ID LIB3175-006-P1-K1-B4 

Method BLASTX 

NCBI GI g2829891 

BLAST score 530 

E value 3.0e-54 

Match length 118 

% identity 88 

NCBI Description (AC002311) Unknown protein [Arabidopsis thaliana] 

Seq. No. 148497 

Seq. ID LIB3175-006-P1-K1-B5 

Method BLASTX 

NCBI GI g2827712 

BLAST score 351 

E value 1.0e-33 

Match length 70 

% identity 99 

NCBI Description (AL021684) endoxyloglucan tranf erase-like protexn 
[Arabidopsis thaliana] 

Seq. No. 148498 

Seq. ID LIB3175-006-P1-K1-B6 

Method BLASTX 

NCBI GI g2244750 

BLAST score 551 

E value 4.0e-65 

Match length 136 

% identity 96 

NCBI Description (Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 

>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



18787 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148499 

LIB3175-006-P1-K1-B7 

BLASTN 

g3449334 

155 

8.0e-82 

277 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYH9, complete sequence [Arabidopsis thaliana] 



PI clone: 



148500 

LIB3175-006-P1-K1-B9 

BLASTX 

gl706749 

557 

2.0e-57 

117 

96 

3-OXOACYL- [ACYL-CARRIER- PROTEIN] SYNTHASE I PRECURSOR 
(BETA-KETOACYL-ACP SYNTHASE I) (KAS I) >gi_780814 (U24177) 
3-ketoacyl-acyl carrier protein synthase I [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148501 

LIB3175-006-P1-K1-C1 

BLASTX 

gl!75013 

395 

1.0e-38 

91 
86 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_629542_pir S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 

148502 

LIB3175-006-P1-K1-C10 

BLASTX 

g940288 

263 

5.0e-23 

78 

64 

(L43510) protein localized in the nucleoli of pea nuclei; 
ORF; putative [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



148503 

LIB3175-006-P1-K1-C11 

BLASTX 

g267073 

613 

6.0e-64 

113 

99 



18788 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



TUBULIN BETA- 2 /BETA- 3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

148504 

LIB3175-006-P1-K1-C12 

BLASTN 

g3659491 

152 

5.0e-80 

196 

94 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148505 

LIB3175-006-P1-K1-C3 

BLASTX 

g3786324 

375 

5.0e-36 

136 

51 

(AB015139) chlorophyll a 
reinhardtii] 



oxygenase [Chlamydomonas 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



148506 

LIB3175-006-P1-K1-C4 

BLASTX 

g2129559 

171 

7.0e-38 

96 

86 

cellulase homolog OR16pep - Arabidopsis thaliana 
>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_3493633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 

148507 

LIB3175-006-P1-K1-C6 

BLASTX 

g3128228 

57 

3.0e-58 

131 

77 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 

148508 

LIB3175-006-P1-K1-C9 
BLASTX 



18789 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3135254 
142 

9.0e-09 

129 

35 

(AC003058) 



hypothetical protein [Arabidopsis thaliana] 



148509 

LIB3175-006-P1-K1-D1 

BLASTX 

g3242719 

218 

4.0e-48 

103 

96 

(AC003040) putative acetone-cyanohydrin lyase [Arabidopsis 
thaliana] 

148510 

LIB3175-006-P1-K1-D10 

BLASTX 

gl!36402 

143 

7.0e-09 

90 

30 

(D79993) similar to hypothetical protein L8167.6 of 
Saccharomyces cerevisiae. [Homo sapiens] 

148511 

LIB3175-006-P1-K1-D12 

BLASTX 

g4455202 

449 

1.0e-44 

98 

89 

(AL035440) putative APG protein [Arabidopsis thaliana] 
148512 

LIB3175-006-P1-K1-D2 

BLASTX 

g2224931 

510 

7.0e-52 

105 

97 

(AF004215) ethylene-insensitive3-like3 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



148513 

LIB3175-006-P1-K1-D3 

BLASTX 

g4490329 

333 

4.0e-31 
118 



18790 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 

(AL035656) extensin-like protein [Arabidopsis thaliana] 
148514 

LIB3175-006-P1-K1-D4 

BLASTX 

g4193388 

453 

3.0e-45 

120 

74 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 

148515 

LIB3175-006-P1-K1-D5 

BLASTN 

gl66611 

69 

2.0e-30 

223 

83 

A. thaliana at2S3 gene encoding albumin 2S subunit 3, 
complete cds 

148516 

LIB3175-006-P1-K1-D9 

BLASTN 

g4314354 

81 

1.0e-37 

363 

97 

Arabidopsis thaliana chromosome II BAC T9I22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

148517 

LIB3175-006-P1-K1-E1 

BLASTX 

g267082 

609 

2.0e-63 

114 

98 

TUBULIN BETA- 8 CHAIN >gi_320189_pir JQ1592 tubulin beta-8 

chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148518 

LIB3175-006-P1-K1-E10 

BLASTN 

gl669386 

32 

1.0e-08 

72 

92 

Arabidopsis thaliana actin 2 



(ACT2) gene, complete cds 



18791 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148519 

LIB3175-006-P1-K1-E11 

BLASTX 

g4678298 

43 

4.0e-55 

125 
92 

(AL049655) putative protein [Arabidopsis thaliana] 
148520 

LIB3175-006-P1-K1-E12 

BLASTX 

g 4454037 

366 

3.0e-35 

79 

84 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148521 

LIB3175-006-P1-K1-E2 

BLASTX 

g2447107 

380 

1.0e-36 

135 

53 

(U42580) A638R [Paramecium bursaria Chlorella virus 1] 
148522 

LIB3175-006-P1-K1-E3 

BLASTX 

gl27041 

172 

2.0e-12 

36 

89 

S - ADENOS YLMETH I ONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_81647_pir JN0131 methionine adenosyltransf erase (EC 

2.571.6) - Arabidopsis thaliana >gi_166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 

148523 

LIB3175-006-P1-K1-E5 

BLASTX 

g2244850 

447 

2.0e-44 

106 

91 

(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



148524 



18792 



Seq. ID 


LIB317o-UUo-i 


Method 


BLASTN 


NCBI GI 


g4115930 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


61 


% identity 


89 


NCBI Description 


Arabidopsis 


Seq. No. 


148525 


Seq. ID 


LIB31 75-OUd- 


Method 


BLASTN 


NCBI GI 


giyzbu /4 


BLAST score 


151 


E value 


1.0e-79 


Match length 


198 


% identity 


93 


NCBI Description 


Arabidopsis 



sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148526 

LIB3175-006-P1-K1-F2 

BLASTX 

g2829893 

616 

3.0e-64 

140 

86 

(AC002311) phosphoglucomutase [Arabidopsis thaliana] 
148527 

LIB3175-006-P1-K1-F3 

BLASTX 

g2160133 

429 

2.0e-42 

118 

75 

(AC000375) Strong similarity to Arabidopsis 
gb_X91953, F19K23 .3, F19K23 . 15 . ESTs 

gb_T21984,gb_ATTS0219,gb_ATTS0207, gb_T21984 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148528 

LIB3175-006-P1-K1-F4 

BLASTX 

g2244909 

457 

1.0e-45 

118 

81 

(Z97339) pyruvate, orthophosphate dikinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



148529 

LIB3175-006-P1-K1-F7 
BLASTN 



18793 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3985957 
382 

0.0e+00 

401 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYN8, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148530 

LIB3175-006-P1-K1-F9 

BLASTX 

g2129628 

547 

3.0e-58 

128 

87 

ketoconazole resistent protein - Arabidopsis thaliana 
>gi_928938_emb_CAA61433_ (X89036) ketoconazole resistent 
protein [Arabidopsis thaliana] 

148531 

LIB3175-006-P1-K1-G1 

BLASTX 

gl31398 

455 

2.0e-45 

105 

86 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi__16447_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana]^ 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N374 66 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 


148532 


Seq. ID 


LIB3175-006- 


Method 


BLASTX 


NCBI GI 


g3063450 


BLAST score 


533 


E value 


1.0e-54 


Match length 


127 


% identity 


93 


NCBI Description 


(AC003981) 


Seq. No. 


148533 


Seq. ID 


LIB3175-006 


Method 


BLASTN 


NCBI GI 


g4559344 


BLAST score 


222 


E value 


1.0e-121 


Match length 


335 


% identity 


92 


NCBI Description 


Arabidopsis 



F22013.12 [Arabidopsis thaliana] 



18794 



sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



TAC clone: 



148534 

LIB3175-006-P1-K1-G3 
BLASTN 
g4220633 
324 

0.0e+00 
365 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K7J8, complete sequence [Arabidopsis thaliana] 

148535 

LIB3175-006-P1-K1-G4 

BLASTX 

g3273751 

579 

5.0e-60 

133 
86 

(AF061518) manganese superoxide dismutase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148536 

LIB3175-006-P1-K1-G5 

BLASTX 

g 4454473 

302 

1.0e-27 

99 

61 

(AC006234) putative beta-expansin protein [Arabidopsis 
thaliana] 

148537 

LIB3175-006-P1-K1-G6 

BLASTN 

g4220636 

34 

4.0e-10 

51 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFB16, complete sequence [Arabidopsis thaliana] 

148538 

LIB3175-006-P1-K1-G7 

BLASTX 

g3913379 

44 

4.0e-77 

142 

99 

CRYPTOCHROME 2 APOPROTEIN (BLUE LIGHT PHOTORECEPTOR) 
>gi_1857038 (U43397) cryptochrome 2 apoprotein [Arabidopsis 
thaliana] 



18795 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148539 

LIB3175-006-P1-K1-G9 

BLASTN 

g4584351 

377 

0.0e+00 

412 

98 

Arabidopsis thaliana chromosome II BAC T12H3 genomic 
sequence , complete sequence 



Seq. No. 


148540 


Seq. ID 


LIB3175-006-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3063449 


BLAST score 


435 


E value 


4.0e-43 


Match length 


103 


% identity 


77 


NCBI Description 


(AC003981) F22013.ll 


Seq. No. 


148541 


Seq. ID 


LIB3175-006-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g729470 


BLAST score 


424 


E value 


7.0e-42 


Match length 


123 


% identity 


67 


NCBI Description 


MITOCHONDRIAL FORMATE 



EHYDROGENASE) (FDH) 

>gi_542089_pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_2977 98_emb_CAA7 9702_ 
(Z21493) mitochondrial formate dehydrogenase precursor 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148542 

LIB3175-006-P1-K1-H11 

BLASTX 

g3157924 

196 

3.0e-15 

37 

100 

(AC002131) Contains homology to extensin-like protein 
gb_D83227 from Populus nigra. ESTs gb_H76425, gb_T13883, 
gb_T45348, gb_H37743 f gb_AA042634 / gb_Z26960 and gb_Z25951 
come from this gene. There is a similar ORF on the 
opposite strand. [... >gi__4063707 (AF104327) extensin-like 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



148543 

LIB3175-006-P1-K1-H12 

BLASTN 

g3608126 

234 



18796 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



1.0e-129 

289 

94 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

148544 

LIB3175-006-P1-K1-H3 

BLASTN 

g!6228 

55 

3.0e-22 

193 

89 



NCBI Description A. thaliana cor47 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148545 

LIB3175-006-P1-K1-H4 

BLASTX 

g4490732 

502 

7.0e-51 

99 

99 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 

148546 

LIB3175-006-P1-K1-H5 

BLASTN 

g3985958 

91 

1.0e-43 

168 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZN1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148547 

LIB3175-006-P1-K1-H7 

BLASTX 

gll4335 

564 

3.0e-58 

123 

91 

PLASMA MEMBRANE AT PAS E 2 { PROTON PUMP) 

>gi_67973_pir PXMUP2 H+-transporting ATPase (EC 3.6.1.35) 

type 2, plasma membrane - Arabidopsis thaliana >gi_166629 
(J05570) H+ -ATPase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



148548 

LIB3175-006-P1-K1-H9 

BLASTX 

gl402904 

626 

2.0e-65 



18797 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



125 
97 

(X98313) peroxidase [Arabidopsis thaliana] 
148549 

LIB3175-007-P1-K1-A1 

BLAST N 

g3482964 

136 

2.0e-70 

386 

97 

Arabidopsis thaliana DNA chromosome 2, BAC clone F13D4 
(ESSAII project) 

148550 

LIB3175-007-P1-K1-A10 

BLASTN 

g4757662 

147 

6.0e-77 

361 

96 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 

148551 

LIB3175-007-P1-K1-A11 

BLASTN 

g4106339 

345 

0.0e+00 

369 

98 

Arabidopsis thaliana protein phosphatase 2A regulatory 
subunit isoform B 1 delta mRNA, complete cds 

148552 

LIB3175-007-P1-K1-A12 

BLASTX 

g2511588 

677 

2.0e-71 

133 

100 

(Y13691) multicatalytic endopeptidase complex, proteasome 
component, alpha subunit [Arabidopsis thaliana] 

148553 

LIB3175-007-P1-K1-A2 

BLASTX 

g4406780 

485 

5.0e-49 

98 

90 

(AC006532) putative multispanning membrane protein 



18798 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148554 

LIB3175-007-P1-K1-A3 

BLASTN 

g3702736 

43 

7.0e-15 

203 
80 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRU, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


148555 


Seq. ID 


LIB3175-007-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2829903 


BLAST score 


68 


E value 


6.0e-62 


Match length 


136 


% identity 


91 


NCBI Description 


(AC002311) unknown protein 


Seq. No. 


148556 


Seq. ID 


LIB3175-007-P1-K1-A7 


Method 


BLASTN 


NCBI GI 


g4159710 


BLAST score 


297 


E value 


1.0e-166 


Match length 


417 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomi 




MSD23, complete sequence 


Seq. No. 


148557 


Seq. ID 


LIB3175-007-P1-K1-A9 


Method 


BLASTN 


NCBI GI 


g2264307 


BLAST score 


291 


E value 


1.0e-163 


Match length 


382 



% identity 

NCBI Description 



97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MED24 , complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148558 

LIB3175-007-P1-K1-B1 

BLASTX 

g4538963 

626 

2.0e-65 

146 

65 

(AL04 9488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD28776. 1_AF134129_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 



18799 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148559 

LIB3175-007-P1-K1-B10 

BLASTX 

g4185153 

251 

2.0e-21 

101 

54 

(AC005724) hypothetical protein [Arabidopsis thaliana] 
148560 

LIB3175-007-P1-K1-B11 

BLASTX 

g4454478 

641 

3.0e-67 

144 

87 

(AC006234) hypothetical protein [Arabidopsis thaliana] 
148561 

LIB3175-007-P1-K1-B12 

BLASTX 

g2501056 

541 

1.0e-55 

112 
97 

SERYL-TRNA SYNTHETASE (SERINE — TRNA LIGASE) (SERRS) 

>gi_2129737_pir S71293 seryl-tRNA synthetase - Arabidopsis 

thaliana >gi_1359497_emb_CAA94388_ (Z70313) seryl-tRNA 
Synthetase [Arabidopsis thaliana] 



Seq. No. 


148562 


Seq. ID 


LIB3175-007-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4589396 


BLAST score 


249 


E value 


3.0e-21 


Match length 


100 


% identity 


47 


NCBI Description 


(D89971) asparaginyl endopeptidase 


Seq. No. 


148563 


Seq. ID 


LIB3175-007-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3928150 


BLAST score 


391 


E value 


7.0e-38 


Match length 


135 


% identity 


58 


NCBI Description 


(AJ131049) hypothetical protein [C 


Seq. No. 


148564 


Seq. ID 


LIB3175-007-P1-K1-B5 


Method 


BLASTN 


NCBI GI 


g2924728 



[Vigna mungo] 



18800 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



168 

2.0e-89 

450 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXH1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148565 

LIB3175-007-P1-K1-B6 

BLASTX 

g728904 

236 

1.0e-19 

111 

48 

CALCIUM-TRANSPORTING AT PAS E 2 (VACUOLAR CA2+ -ATPASE) 

>gi_1077041_pir S48877 Ca2+-transporting ATPase (EC 

3.6.1.38) - yeast (Saccharomyces cerevisiae) >gi_454003 

(U03060) calcium ATPase [Saccharomyces cerevisiae] 
>gi_1322457_emb_CAA96706_ (Z72528) ORF YGL006w 

[Saccharomyces cerevisiae] 

148566 

LIB3175-007-P1-K1-B7 

BLASTX 

g2879811 

522 

3.0e-53 

112 

87 

(AJ223316) ribosomal protein L30 [Lupinus luteus] 
148567 

LIB3175-007-P1-K1-B8 

BLASTN 

g2351061 

228 

1.0e-125 

375 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAF19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148568 

LIB3175-007-P1-K1-B9 

BLASTX 

gl352347 

511 

5.0e-52 

122 

84 

ELONGATION 
>gi_480620 



FACTOR 1-BETA Al (EF-1-BETA) 

pir S37103 translation elongation factor eEF-1 



beta-Al chain - Arabidopsis thaliana (cv. Colombia) 
>gi_398608_emb_CAA52751_ (X74733) elongation factor-1 beta 
Al [Arabidopsis thaliana] 



18801 



Seq. No* 


148569 


Seq. ID 


LIBol /o-UU /-PI-Ki-ull 


Method 


BLASTX 


NCBI GI 


gz /oo24o 


BLAST score 


485 


E value 


5.0e-49 


Match length 


119 


% identity 


82 


NCBI Description 


(U97200) cobalamin-independent 




[Arabidopsis thaliana] 


Seq. No. 


148570 


Seq. ID 


LIB3175-007-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4127456 


BLAST score 


124 


E value 


2 . Oe-27 


Match length 


89 


% identity 


60 


NCBI Description 


(AJuiUoio) Cpn2l protexn [Arab 


Seq. No. 


148571 


Seq. ID 


LIB3175-007-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


545 


E value 


6.0e-56 


Match length 


117 


% identity 


91 


NCBI Description 


(Uo341o) UDP-glucose aenydroge 


Seq. No. 


148572 


Seq. ID 


LIB3175-007-P1-K1-C4 


Method 


BLASTX 


NCBI bl 


gl /Uoo / / 


BLAST score 


729 


E value 


2.0e-77 


Match length 


144 


% identity 


59 


NCBI Description 


CELL DIVISION CYCLE PROTEIN 48 



[Arabidopsis thaliana] 



HOMOLOG 

>gi_2118115_pir S60112 cell division control protein CDC48 

homolog - Arabidopsis thaliana >gi_1019904 (U37587) cell 
division cycle protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148573 

LIB3175-007-P1-K1-C5 

BLASTX 

g3461838 

456 

2.0e-45 

142 

58 

(AC005315) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 
Seq. ID 



148574 

LIB3175-007-P1-K1-C6 



18802 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl402916 

384 

4.0e-37 

121 
64 

(X98319) peroxidase [Arabidopsis thaliana] 
>gi_1429217_emb_CAA67311_ (X98775) peroxidase ATP12a 
[Arabidopsis thaliana] 

148575 

LIB3175-007-P1-K1-C7 

BLASTX 

g2160133 

380 

1.0e-36 

89 
88 

(AC000375) Strong similarity to Arabidopsis 
gb_X91953,F19K23.3,F19K23.15. ESTs 

gb_T21984, gb_ATTS0219, gb_ATTS0207, gb_T21984 come from this 
gene. [Arabidopsis thaliana] 

148576 

LIB3175-007-P1-K1-C8 

BLASTN 

g4544461 

333 

0.0e+00 

364 

98 

Arabidopsis thaliana chromosome II BAC F23E6 genomic 
sequence, complete sequence 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148577 

LIB3175-007-P1-K1-C9 

BLASTX 

g4427003 

406 

1.0e-39 

123 
63 

(AF127664) NBD-like protein [Arabidopsis thaliana] 
148578 

LIB3175-007-P1-K1-D1 

BLASTX 

g4539292 

494 

6.0e-50 

96 

97 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



148579 

LIB3175-007-P1-K1-D10 



18803 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll3782 

535 

7.0e-55 

104 

99 

BETA- AMYLASE (1,4 - ALPHA- D-GLUCAN MALTOHYDROLASE) 

>gi_486824_pir S36094 beta-amylase (EC 3.2.1.2) - 

Arabidopsis thaliana >gi_166602 (M734 67) beta-amylase 

[Arabidopsis thaliana] >gi_228 699_prf 1808329A beta 

amylase [Arabidopsis thaliana] 

148580 

LIB3175-007-P1-K1-D11 

BLASTN 

g2924505 

333 

0.0e+00 

439 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone M4E13 
(ESSAII project) 

148581 

LIB3175-007-P1-K1-D12 

BLASTN 

g4455339 

58 

5.0e-24 

141 

86 

Arabidopsis thaliana DNA chromosome 4, BAC clone T12J5 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148582 

LIB3175-007-P1-K1-D2 

BLASTX 

gl66834 

408 

6.0e-40 

81 

96 

(M86720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 

148583 

LIB3175-007-P1-K1-D3 

BLASTX 

g4584548 

601 

2.0e-62 

115 

100 

(AL049608) putative protein [Arabidopsis thaliana] 



Seq. No, 



148584 



18804 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-007-P1-K1-D4 

BLASTN 

g3449326 

250 

1.0e-138 

385 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19M22, complete sequence [Arabidopsis thaliana] 

148585 

LIB3175-007-P1-K1-D5 

BLASTX 

g584892 

390 

7.0e-38 

97 

66 

SERINE CARBOXYPEPTIDASE I PRECURSOR { CARBOXYPE PT I DASE C) 

>gi_629805_pir S43516 serine carboxypeptidase I - rice 

>gi_409580_dbj_BAA04510__ (D17586) serine carboxypeptidase I 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148586 

LIB3175-007-P1-K1-D6 

BLASTX 

gl246019 

670 

1.0e-70 

128 

100 

(S80554) chalcone synthase, CHS [Arabidopsis, Landsberg 
erecta, tt4, Peptide Mutant, 395 aa] [Arabidopsis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148587 

LIB3175-007-P1-K1-D7 

BLASTX 

g4586265 

469 

4.0e-47 

111 

78 

(AL049640) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148588 

LIB3175-007-P1-K1-D9 

BLASTX 

g2459417 

383 

4.0e-37 

84 

85 

(AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



148589 

LIB3175-007-P1-K1-E1 



18805 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4262228 

386 

2.0e-37 

76 

97 

(AC006200) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148590 

LIB3175-007-P1-K1-E10 

BLASTX 

gll2681 

594 

9.0e-62 

125 

92 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

148591 

LIB3175-007-P1-K1-E11 

BLASTN 

g2494106 

250 

1.0e-138 

430 

98 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 

148592 

LIB3175-007-P1-K1-E12 

BLASTX 

g3318611 

289 

6.0e-26 

68 

82 

(AB016063) mitochondrial phosphate transporter [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148593 

LIB3175-007-P1-K1-E2 

BLASTX 

g2119846 

630 

5.0e-66 

119 

100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi__16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 



18806 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

148594 

LIB3175-007-P1-K1-E3 

BLASTN 

g3004543 

66 

1.0e-28 

214 

87 

Arabidopsis thaliana chromosome II BAC F19F24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

148595 

LIB3175-007-P1-K1-E5 

BLASTN 

g4531433 

432 

0.0e+00 

447 

99 

Arabidopsis thaliana chromosome II PI MFL8 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148596 

LIB3175-007-P1-K1-E6 

BLASTN 

g4049332 

303 

1.0e-170 

391 
95 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F8B4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



148597 

LIB3175-007-P1-K1-E8 

BLASTX 

gl346263 

440 

1.0e-43 

100 

98 

GLUTAMYL-TRNA REDUCTASE 2 PRECURSOR (GLUTR) 

>gi_214 6736_pir S65773 glutamyl-tRNA reductase 2 precursor 

- Arabidopsis thaliana >gi_104 9057 (U27118) glutamyl-tRNA 
reductase [Arabidopsis thaliana] 

148598 

LIB3175-007-P1-K1-E9 

BLASTX 

g2623962 

376 

2.0e-36 
78 



18807 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 

(Y12540) isocitrate dehydrogenase (NADP+) 
graveolens] 



[Apium 



148599 

LIB3175-007-P1-K1-F1 

BLASTX 

g4538947 

463 

2.0e-46 

95 
49 

(AL049483) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 

148600 

LIB3175-007-P1-K1-F12 

BLASTN 

g2160155 

231 

1.0e-127 

422 

99 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



148601 

LIB3175-007-P1-K1-F2 

BLASTX 

gll74851 

61 

6.0e-48 

124 

77 

UBIQUITIN-CONJUGATING ENZYME E2-21 KD 3 
LIGASE 6) (UBIQUITIN CARRIER PROTEIN 6) 



( UBIQUITIN-PROTEIN 



148602 

LIB3175-007-P1-K1-F3 

BLASTX 

g3641837 

475 

9.0e-48 

95 

98 

(AL023094) Nonclathrin coat protein gamma - like protein 
[Arabidopsis thaliana] 

148603 

LIB3175-007-P1-K1-F4 

BLASTX 

gl!70191 

621 

7.0e-65 

132 

94 

HOMEOBOX PROTEIN HD1 >gi_1076449_pir S47535 



18808 




homeodomain-containing protein - rape 

>gi_453949_emb_CAA82314_ (Z29073) homeodomain-containing 

protein [Brassica napus] >gi_1090522_prf 2019252A homeobox 

protein [Brassica napus] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148604 

LIB3175-007-P1-K1-F6 

BLASTN 

g3608126 

172 

8.0e-92 

394 

79 

Arabidopsis t ha liana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148605 

LIB3175-007-P1-K1-F7 

BLASTX 

g2369714 

481 

1.0e-48 

102 

91 

(Z97178) elongation factor 2 [Beta vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148606 

LIB3175-007-P1-K1-F8 

BLASTX 

gll2681 

489 

2.0e-49 

118 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148607 

LIB3175-007-P1-K1-F9 

BLASTX 

g3128168 

573 

3.0e-59 

124 
89 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



148608 

LIB3175-007-P1-K1-G1 

BLASTX 

g629541 

627 

1.0e-65 



18809 



Match length 

% identity 

NCBI Description 



134 
93 

plasma membrane intrinsic protein lc - Arabidopsis thaliana 
>gi_472875_emb_CAA53476_ (X75882) plasma membrane intrinsic 
protein lc [Arabidopsis thaliana] 



Seq. No. 


148609 


Seq. ID 


LIB3175-007-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3169182 


BLAST score 


394 


E value 


3. Oe-38 


Match length 


75 


% identity 


100 


NCBI Description 


(AC004401) unknown protein [Arabidopsis thaliana] 


Seq. No. 


148610 


Seq. ID 


LIB3175-007-P1-K1-G11 


Method 


BLASTN 


NCBI GI 


gl66927 


BLAST score 


296 


E value 


1.0e-166 


Match length 


300 


% identity 


100 


NCBI Description 


Arabidopsis thaliana unidentified mRNA sequence, complete 




cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148611 

LIB3175-007-P1-K1-G2 

BLASTX 

gll74779 

649 

4.0e-68 

142 

89 

TRYPTOPHAN SYNTHASE BETA CHAIN 2 PRECURSOR >gi_166894 
(M81620) tryptophan synthase beta-subunit [Arabidopsis 
thaliana] >gi_4490703_emb_CAB38837 . 1__ (AL035680) tryptophan 
synthase beta-subunit (TSB2) [Arabidopsis thaliana] 

148612 

LIB3175-007-P1-K1-G3 

BLASTX 

g3021506 

396 

2.0e-38 

122 

66 

(X96727) isocitrate dehydrogenase (NAD+) [Nicotiana 
tabacum] 



Seq. No. 148613 

Seq. ID LIB3175-007-P1-K1-G4 

Method BLASTN 

NCBI GI g2618602 

BLAST score 59 

E value 2.0e-24 



18810 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSJ1, complete sequence [Arabidopsis thaliana] 

148614 

LIB3175-007-P1-K1-G5 

BLASTN 

g2244950 

340 

0.0e+00 

359 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

148615 

LIB3175-007-P1-K1-G6 

BLASTX 

g3152600 

473 

1.0e-48 

106 

94 

(AC002986) Contains similarity to S. cerevisiae 
hypothetical protein YOR197w, gb_Z75105. ESTs gb_H37409 
gb_AA395290, and gb_T43907 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 


148616 


Seq. ID 


LIB3175-007-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3386611 


BLAST score 


747 


E value 


1.0e-79 


Match length 


144 


% identity 


99 


NCBI Description 


(AC004 665) unknown protein [Arabidopsis thaliana] 


Seq. No. 


148617 


Seq. ID 


LIB3175-007-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4432867 


BLAST score 


192 


E value 


1.0e-14 


Match length 


59 


% identity 


61 


NCBI Description 


(AC006300) putative dnaJ-like protein [Arabidopsis 




thaliana] 


Seq. No. 


148618 


Seq, ID 


LIB3175-007-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl769968 


BLAST score 


317 


E value 


3.0e-29 


Match length 


134 



18811 



# 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 

(Y10156) myrosinase-associated protein [Brassica napus] 
148619 

LIB3175-007-P1-K1-H1 

BLASTX 

g548847 

337 

8.0e-32 

75 

100 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S12 

>gi_1086182_pir S39501 ribosomal protein S12 - 

curled-leaved tobacco >gi_225248__prf 1211235CG ribosomal 

protein S12 [Nicotiana tabacum] 



148620 

LIB3175-007-P1-K1-H11 

BLASTX 

g3549670 

423 

1.0e-41 

83 

100 

(AL031394) putative protein 



[Arabidopsis thaliana] 



148621 

LIB3175-007-P1-K1-H12 

BLASTN 

gl469225 

88 

9.0e-42 

168 

89 

B.oleracea mRNA for putative major latex protein 
148622 

LIB3175-007-P1-K1-H3 

BLASTX 

g2979555 

750 

5.0e-80 

142 

99 

(AC003680) unknown protein [Arabidopsis thaliana] 
148623 

LIB3175-007-P1-K1-H4 

BLASTX 

g3785983 

317 

3.0e-29 

99 

58 

(AC005560) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



148624 



18812 



oeq. 1U 


JjIdJI / D~UU / ri"J\l nO 




D.uriO J. IN 


\TfDT PT 


yjo OUa ft j 


BLAST score 


266 


E value 


1.0e-148 


Match length 


J2o 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromo* 




sequence/ complete sequence 


Seq. No. 


148625 


beq. id 


t TD"3nc nm tdi t^i uc 
blbol /0 — UU /-Fl-J\l-hLD 


Method. 


T5T 7\ C TV 


NCBI GI 


g3128176 


BLAST score 


306 


E value 


*7 Art OQ 


Match length 


108 


% identity 


48 


NCBI Description 


t/\uuu4o^ij unKnown protein 


Seq. No. 


148626 


Seq. ID 


T TD01 *7 c nm m T/1 TJ*7 

LIB Jl / 5-00 /-Pl-Kl-H / 


Method 


nj TV OTIV 


NCBI GI 


gl864017 


BLAST score 


548 


E value 


2 . Oe-56 


Match length 


104 


% identity 


100 


NCBI Description 


(D63396) elongation factor- 


Seq. No. 


148627 


Seq. ID 


T TnOI 1 C Am nl Tyl TTO 

LIBJ1 75-00 7-Pl-Kl-Ho 


Method 


OTA OTKT 

rsliAo IN 




g2o5o0 JI 


BLAST score 


90 


E value 


4.0e-43 


Match length 


303 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomi 




MXC20 


Seq. No. 


148628 


Seq. ID 


LIBol /5-00 /-P1-K1-H9 


Metnoci 


BliAolA 


NCBI bl 


gzool4z2 


BLAST score 


o n o 


E value 


9. 0e-27 


Match length 


68 


% identity 


85 


NCBI Description 


(AJ001342) Putative S-phase 




[Arabidopsis thaliana] >gi 




(AL023094) Putative S-phase- 




[Arabidopsis thaliana] 


Seq. No. 


148629 


Seq. ID 


LIB3175-009-P1-K1-A12 


Method 


BLASTX 



BAC F15K20 genomic 



PI clone 



18813 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl408471 
159 

3.0e-ll 

36 

92 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

148630 

LIB3175-009-P1-K1-A8 

BLASTN 

g396217 

39 

1.0e-12 

110 

86 

A. thaliana mRNA for transmembrane protein TMP-B 



148631 

LIB3175-009-P1-K1-B2 

BLASTN 

g4741953 

54 

1.0e-21 

122 
82 

Arabidopsis thaliana Lhcb4.2 protein 
complete cds 



(Lhcb4.2) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148632 

LIB3175-009-P1-K1-B3 

BLASTN 

g2264304 

40 

3.0e-13 

153 
77 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBG8, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



148633 

LIB3175-009-P1-K1-B7 

BLASTX 

g4580392 

433 

5.0e-43 

99 

87 

(AC007171) hypothetical protein [Arabidopsis thaliana] 
148634 

LIB3175-009-P1-K1-D10 

BLASTN 

g3688161 

34 

6.0e-10 



18814 



Match length 

% identity 

NCBI Description 



56 
89 

Arabidopsis thaliana mRNA for centrin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148635 

LIB3175-009-P1-K1-D3 

BLASTN 

g4510360 

111 

1.0e-55 

234 

84 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

148636 

LIB3175-009-P1-K1-D7 

BLASTN 

gl592684 

50 

1.0e-19 

86 

90 

A. thaliana mRNA for oleosin type3 protein 



148637 

LIB3175-009-P1-K1-E11 

BLASTN 

g2656028 

42 

1.0e-14 

125 

80 

Arabidopsis thaliana genomic DNA, 
MNF13 



chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148638 

LIB3175-009-P1-K1-E2 

BLASTX 

g4263525 

407 

7.0e-40 

119 

70 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148639 

LIB3175-009-P1-K1-E5 

BLASTX 

g3176668 

295 

5.0e-27 

80 

76 

(AC004393) Similar to ribosomal protein L17 
Hordeum vulgare. ESTs gb_Z34728 7 gb_F19974, 



gb_X62724 from 
gb_T75677 and 



18815 



gb_Z33937 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148640 

LIB3175-009-P1-K1-F10 

BLASTN 

g4371278 

62 

1.0e-26 

137 
83 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

148641 

LIB3175-009-P1-K1-F2 

BLASTN 

g3241926 

55 

2.0e-22 

111 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSG15, complete sequence [Arabidopsis thaliana] 

148642 

LIB3175-009-P1-K1-F5 

BLASTN 

g4309719 

74 

1.0e-33 

179 

82 

Arabidopsis thaliana chromosome II BAC T30D6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

148643 

LIB3175-009-P1-K1-F9 

BLASTN 

gl6185 

39 

5.0e-13 

74 

86 

A. thaliana atpgpl gene for P-glycoprotein, homologous to 
mammalian mdr genes 

148644 

LIB3175-009-P1-K1-G3 

BLASTN 

g!402909 

47 

1.0e-17 

163 

79 

A. thaliana mRNA for peroxidase, prxr4 



Seq. No. 



148645 



18816 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-009-P1-K1-G4 

BLASTX 

gl076414 

476 

4.0e-48 

101 

92 

subtilisin-like proteinase (EC 3.4.21.-) - Arabidopsis 
thaliana (fragment) >giJ757534_emb_CAA59963_ (X85974) 
subtilisin-like protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148646 

LIB3175-009-P1-K1-G7 

BLASTN 

gl359496 

33 

4.0e-09 

268 

45 

A. thaliana mRNA for seryl-tRNA synthetase 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148647 

LIB3175-009-P1-K1-H8 

BLASTN 

g2244991 

20 

9.1e-02 

99 

89 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148648 

LIB3175-009-P1-K1-H9 

BLASTX 

gll68748 

584 

2.0e-60 

121 

58 

CALMODULIN-4 >gi_47 9693_pir S35185 calmodulin 4 - 

Arabidopsis thaliana >gi_16223_emb_CAA78057_ (Z12022) 
calmodulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



148649 

LIB3175-015-P1-K1-A10 

BLASTN 

g4220643 

240 

1.0e-132 

405 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD22, complete sequence [Arabidopsis thaliana] 

148650 

LIB3175-015-P1-K1-A11 



PI clone 



18817 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g2655420 

556 

3.0e-57 

114 

92 

(AF035414) 
napus] 



heat shock cognate protein HSC70 [Brassica 



148651 

LIB3175-015-P1-K1-A12 

BLASTX 

g2226202 

175 

1.0e-12 

102 

42 

(Y14082) hypothetical protein [Bacillus subtilis] 
>gi__2633281_emb_CAB12785__ (Z99109) similar to amino 
transporter [Bacillus subtilis] 



acid 



148652 

LIB3175-015-P1-K1-A3 

BLASTN 

g2264315 

85 

3.0e-40 

168 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRN17, complete sequence [Arabidopsis thaliana] 

148653 

LIB3175-015-P1-K1-A5 

BLASTX 

g535780 

683 

3.0e-72 

133 
98 

(D26609) transmembrane protein [Arabidopsis thaliana] 
148654 

LIB3175-015-P1-K1-A6 

BLASTN 

g3449327 

275 

1.0e-153 

391 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MCA23, complete sequence [Arabidopsis thaliana] 

148655 

LIB3175-015-P1-K1-A7 

BLASTX 

g4128133 



18818 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



184 

1.0e-13 

60 
55 

(AJ006068) dTDP-D-glucose 4, 6-dehydratase [Homo sapiens] 
148656 

LIB3175-015-P1-K1-A8 

BLASTX 

g3738320 

358 

4.0e-34 

108 

64 

(AC005170) putative cinnamoyl CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148657 

LIB3175-015-P1-K1-A9 

BLASTN 

g3046854 

37 

2.0e-ll 

53 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRG7, complete sequence [Arabidopsis thaliana] 



PI clone 



148658 

LIB3175-015-P1-K1-B1 

BLASTX 

g4826972 

159 

9.0e-ll 

66 

53 

RNA binding motif protein 8 >gi_4455129__gb_AAD21089 . 1__ 
(AF127761) ribonucleoprotein RBM8 [Homo sapiens] 

148659 

LIB3175-015-P1-K1-B10 

BLASTX 

g4185511 

527 

7.0e-54 

102 

99 

(AF102822) actin depolymerizing factor 4 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



148660 

LIB3175-015-P1-K1-B11 

BLASTX 

gll70939 

646 

7.0e-68 
132 



18819 




% identity 93 

NCBI Description S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOS YLTRANS FERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408_pir S46540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108_emb_CAA80867_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

"BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148661 

LIB3175-015-P1-K1-B12 

BLASTX 

g4741948 

628 

9.0e-66 

118 
100 

(AF134124) Lhcb2 protein [Arabidopsis thaliana] 
148662 

LIB3175-015-P1-K1-B2 

BLASTX 

g4539376 

171 

4.0e-12 

81 
56 

(AL049525) hypothetical protein [Arabidopsis thaliana] 
148663 

LIB3175-015-P1-K1-B4 

BLASTN 

g4159706 

405 

0.0e+00 

405 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGL6, complete sequence 

148664 

LIB3175-015-P1-K1-B5 

BLASTX 

g4063739 

509 

9.0e-52 

133 

75 

(AC005851) putative copper/zinc superoxide dismutase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



148665 

LIB3175-015-P1-K1-B6 

BLASTX 

gll4339 

200 

1.0e-21 
102 



18820 



% identity 

NCBI Description 



70 

PLASMA MEMBRANE AT PAS E 3 (PROTON PUMP) 

>gi_67974_pir PXMUP3 H+-transporting ATPase (EC 3.6.1.35) 

type 3, plasma membrane - Arabidopsis thaliana >gi_166625 
(J04737) ATPase [Arabidopsis thaliana] 



Seq. No. 


148666 


Seq. ID 


LIB3175-015-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


207 


E value 


2. Oe-43 


Match length 


92 


% identity 


98 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidopsis thaliana] 


Seq. No. 


148667 


Seq. ID 


LIB3175-015-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2462935 


BLAST score 


530 


E value 


3.0e-54 


Match length 


131 


% identity 


73 


NCBI Description 


(Y12321) open reading frame 1 [Brassica oleracea 


Seq. No. 


148668 


Seq. ID 


LIB3175-015-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3021336 


BLAST score 


646 


E value 


7. 0e-68 


Match length 


126 


% identity 


99 


NCBI Description 


(AJ224957) RGA-like [Arabidopsis thaliana] 


Seq. No. 


148669 


Seq. ID 


LIB3175-015-P1-K1-C1 


Method 


BLASTN 


NCBI GI 


g2832639 


BLAST score 


380 


E value 


0.0e+00 


Match length 


396 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone 




(ESSAII project) 


Seq. No. 


148670 


Seq. ID 


LIB3175-015-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2129577 


BLAST score 


426 


E value 


5.0e-42 


Match length 


81 


% identity 


100 


NCBI Description 


DnaJ homolog protein - Arabidopsis thaliana >gi_ 




(U22340) DnaJ homolog [Arabidopsis thaliana] 



18821 



Seq. No. 


1 A O £"*7 i 

14bo71 


Seq. ID 


t tdoi n c r\i c m VI pi 1 
LIBJ1 /O-UlO-Pl-Kl-Cll 


Method 


BLASTN 


NCBI GI 


g4468801 


BLAST score 


46 


E value 


7 . Oe-17 


Match length 


193 


% identity 


90 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F6G17 




(ESSA project) 


Seq. No. 


1 A o r T o 

148672 


Seq. ID 


T TOOT *"7 C HI C Ti 1 Ty"1 pi O 

LIBJ1 / D-UlO-Pl-Kl-ClZ 


Method 


BLASTX 


NCBI GI 


g4406816 


BLAST score 


671 


E value 


9. Oe-71 


Match length 


127 


% identity 


100 


NCBI Description 


(AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana] 


Seq. No. 


148673 


Seq. ID 


LIB3175-015-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4193388 


BLAST score 


403 


E value 


2.0e-39 


Match length 


110 


% identity 


72 


NCBI Description 


(AF091455) translationally controlled tumor protein [Hevea 




brasiliensis] 


Seq. No. 


148674 


Seq. ID 


LIB3175-015-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


g4557061 


BLAST score 


386 


E value 


0.0e+00 


Match length 


410 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F23M2 genomic 




sequence, complete sequence 


Seq. No. 


148675 


Seq. ID 


LIB3175-015-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2224931 


BLAST score 


425 


E value 


6. 0e-42 


Match length 


88 


% identity 


98 


NCBI Description 


(AF004215) ethylene-insensitive3-like3 [Arabidopsis 




thaliana] 


Seq. No. 


148676 


Seq. ID 


LIB3175-015-P1-K1-C5 



18822 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3341671 

131 

2.0e-67 

410 

97 

Arabidopsis thaliana chromosome II BAC F16B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


148677 


Seq. ID 


LIB3175-015-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2213592 


BLAST score 


329 


E value 


1.0e-30 


Match length 


134 


% identity 


26 


NCBI Description 


(AC00034 8) T7N9.12 [Arabidopsis thaliana] 


Seq. No. 


148678 


Seq. ID 


LIB3175-015-P1-K1-C7 


Method 


BLASTN 


NCBI GI 


g3241917 


BLAST score 


136 


E value 


2.0e-70 


Match length 


349 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




K19B1, complete sequence [Arabidopsis thaliai 


Seq. No. 


148679 


Seq. ID 


LIB3175-015-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g4581156 


BLAST score 


211 


E value 


7.0e-17 


Match length 


40 


% identity 


100 



TAC clone: 



NCBI Description (AC006919) putative pyruvate kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



148680 

LIB3175-015-P1-K1-D11 

BLASTX 

g2160133 

386 

2.0e-37 

91 

87 

(AC000375) Strong similarity to Arabidopsis 
gb_X91953, F19K23.3, F19K23.15. ESTs 

gb_T21984, gb_ATTS0219, gb_ATTS0207, gb_T21984 come from this 
gene. [Arabidopsis thaliana] 

148681 

LIB3175-015-P1-K1-D12 

BLASTX 

g974294 



18823 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



164 

2.0e-ll 

70 
53 

(U31309) LP6 [Pinus taeda] 
148682 

LIB3175-015-P1-K1-D2 

BLASTX 

g4773885 

555 

3.0e-57 

121 

87 

(AF076243) putative aspartic protease [Arabidopsis 
thaliana] 

148683 

LIB3175-015-P1-K1-D3 

BLASTX 

g2492519 

503 

4.0e-51 

113 

86 

26S PROTEASE REGULATORY SUBUNIT 7 (26S PROTEASOME SUBUNIT 
7) >gi_1395191_dbj_BAA13021__ (D86121) 26S proteasome ATPase 
subunit [Spinacia oleracea] 

148684 

LIB3175-015-P1-K1-D6 

BLASTX 

g4539459 

411 

3.0e-40 

135 

62 

(AL049500) putative protein [Arabidopsis thaliana] 
148685 

LIB3175-015-P1-K1-D7 

BLASTN 

g4662640 

367 

0.0e+00 

387 

34 

Arabidopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 

148686 

LIB3175-015-P1-K1-D8 

BLASTX 

gll69598 

388 

1.0e-37 
85 



18824 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 

86 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 

148687 

LIB3175-015-P1-K1-E10 
BLASTN 
g3047074 
389 

0.0e+00 
389 
100 

Arabidopsis thaliana BAC F21E10 
148688 

LIB3175-015-P1-K1-E11 
BLASTX 
gl076416 
696 

1.0e-73 
133 
100 

sulfite reductase (ferredoxin) (EC 1A 

Arabidopsis thaliana >gi_2129745_pir 

reductase (ferredoxin) (EC 1.8.7.1) precursor - Arabidopsis 
thaliana >gi_804953_emb_CAA89154_ (Z49217) sulfite 
reductase [Arabidopsis thaliana] 



3.7.1) precursor 
S71437 sulfite 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



148689 

LIB3175-015-P1-K1-E12 

BLASTN 

g2191126 

395 

0.0e+00 

395 

100 

Arabidopsis thaliana BAC IG002N01 
148690 

LIB3175-015-P1-K1-E3 

BLASTN 

g4760411 

340 

0.0e+00 

408 

96 

Arabidopsis thaliana chromosome 1 BAC F25C20 sequence, 
complete sequence 

148691 

LIB3175-015-P1-K1-E4 

BLASTX 

g2921094 

604 

6.0e-63 
129 



18825 




% identity 


90 


NCBI Description 


(AF018174) thioredoxm-f [Brassica napus] 


Seq. No. 


148692 


Seq. ID 


LIBJ175-015-P1-K1-E6 


Method 


BLASTX 




go4J4yby 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


37 


% identity 


76 


NCBI Description 


(AB008104) ethylene responsive element binding factor 2 




[Arabidopsis thaliana] 


Seq. No. 


148693 


beq. lu 


T TD01 TC A1 C -m T/1 T?T 

LIBdi /o-Ulb-Pl-Kl-E / 


Metnoa 


BLASTX 


NCBI GI 


g2407800 


BLAST score 


349 


E value 


4.0e-33 


Match length 


71 


% identity 


100 


NCBI Description 


(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 


Seq. No. 


148694 


Seq. ID 


LIB3175-015-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g3924615 


BLAST score 


157 


E value 


2. 0e-10 


Match length 


95 


% identity 


33 


NCBI Description 


(AF069442) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


148695 


Seq. ID 


LIB3175-015-P1-K1-E9 


Metnoa 


"D T 7\ C mVT 

BLASTN 


NCBI GI 


gz / 60172 


BLAST score 


387 


E value 


0.0e+00 


Match length 


387 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MUB3, complete sequence [Arabidopsis thaliana] 


Seq. No. 


148696 


Seq. ID 


LIB3175-015-P1-K1-F1 


Method 


BLASTN 


NCBI GI 


g4584531 


tsiiAbi score 


luZ 


E value 


4.0e-50 


Match length 


404 


% identity 


93 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone T9E8 




(ESSA project) 



Seq. No. 148697 



18826 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-015-P1-K1-F10 

BLASTX 

g2118220 

334 

2.0e-31 

86 

51 

H-h-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P1) - Arabidopsis thaliana >gi__926929 (L44581) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis / 
thaliana] >gi_926933 (L44583) vacuolar H+-pumping ATPase 16 
kDa proteolipid [Arabidopsis thaliana] 
>gi_3096941__emb_CAA18851.1_ (AL023094) vacuolar 
H+- transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4539311_emb__CAB38812.1__ (AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 
>gi_4589976_gb_AAD26493.1_AC007195_7 (AC007195) vacuolar 
H+-pumping ATPase 16 kDa proteolipid [Arabidopsis thaliana] 



Seq. No. 


148698 


Seq. ID 


LIB3175-015-P1-K1-F11 


Method 


BLASTN 


NCBI GI 


g3063438 


BLAST score 


400 


E value 


0.0e+00 


Match length 


407 


% identity 


100 


NCBI Description 


Complete sequence of Arabidopsis F22013, complete s* 




[Arabidopsis thaliana] 


Seq. No. 


148699 


Seq. ID 


LIB3175-015-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3123745 


BLAST score 


390 


E value 


8.0e-38 


Match length 


96 


% identity 


82 


NCBI Description 


(AB013447) aluminum-induced [Brassica napus] 


Seq. No. 


148700 


Seq. ID 


LIB3175-015-P1-K1-F3 


Method 


BLASTN 


NCBI GI 


g4335744 


BLAST score 


335 


E value 


0.0e+00 


Match length 


359 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T4M8 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


148701 


Seq. ID 


LIB3175-015-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4678226 


BLAST score 


480 


E value 


2.0e-48 



18827 



Match length 

% identity 

NCBI Description 



97 
98 

(AC007135) putative 40S ribosomal protein S14 [Arabidopsis 
thaliana] 



Seq. No* 


148702 


Seq. ID 


LIB3175-015-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g99752 


BLAST score 


507 


E value 


2.0e-51 


Match length 


125 


% identity 


86 


NCBI Description 


protochlorophyllide reductase (EC 1,3.1.33) precursor - 




Arabidopsis thaliana 


Seq. No. 


148703 


Seq. ID 


LIB3175-015-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4586265 


BLAST score 


510 


E value 


7.0e-52 


Match length 


135 


% identity 


74 


NCBI Description 


(AL049640) putative protein [Arabidopsis thaliana] 


Seq. No. 


148704 


Seq. ID 


LIB3175-015-P1-K1-F8 


Method 


BLASTN 


NCBI GI 


g4678266 


BLAST score 


309 


E value 


1.0e-173 


Match length 


350 


% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromosome 3, BAC clone F15B8 




(ESSA project) 


Seq. No. 


148705 


Seq. ID 


LIB3175-015-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4678288 


BLAST score 


231 


E value 


3.0e-19 


Match length 


132 


% identity 


46 


NCBI Description 


(AL049660) putative protein [Arabidopsis thaliana] 


Seq. No, 


148706 


Seq. ID 


LIB3175-015-P1-K1-G10 


Method 


BLASTN 


NCBI GI 


g556473 


BLAST score 


223 


E value 


1.0e-122 


Match length 


377 


% identity 


99 



NCBI Description Arabidopsis thaliana mRNA for ERD14 protein, complete cds 



18828 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148707 

LIB3175-015-P1-K1-G11 

BLASTX 

gll2681 

567 

1.0e-58 

131 
84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 


148708 


Seq. ID 


LIB3175-015-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl773330 


BLAST score 


543 


E value 


8.0e-56 


Match length 


125 


% identity 


84 


NCBI Description 


(U80071) glycolate oxidase [Mesembryanthemum < 


Seq, No. 


148709 


Seq. ID 


LIB3175-015-P1-K1-G3 


Method 


BLASTN 


NCBI GI 


g807576 


BLAST score 


236 


E value 


1.0e-130 


Match length 


272 


% identity 


98 


NCBI Description 


Arabidopsis thaliana GTP-binding protein mRNA 


Seq. No. 


148710 


Seq. ID 


LIB3175-015-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl32102 


BLAST score 


151 


E value 


6.0e-10 


Match length 


41 


% identity 


71 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



complete cds 



(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



148711 

LIB3175-015-P1-K1 -G6 

BLASTN 

gl6244 

55 

2.0e-22 

87 

91 



18829 



NCBI Description 



Arabidopsis thaliana Csr 1.2 gene for acetolactate synthase 
(EC 4.1.3.18) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148712 

LIB3175-015-P1-K1-G7 

BLASTX 

g2145356 

423 

1.0e-41 

81 

99 

(Y11122) HD-Zip protein [Arabidopsis thaliana] >gi_3132474 
(AC003096) homeobox protein, ATHB-14 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148713 

LIB3175-015-P1-K1-G8 

BLASTN 

gl209241 

387 ^ 

0.0e+00 

387 

100 

Arabidopsis thaliana metallothionein mRNA sequence 
148714 

LIB3175-015-P1-K1-G9 

BLASTX 

g3176668 

665 

4.0e-70 

131 

98 

(AC004393) Similar to ribosomal protein L17 gb_X62724 from 
Hordeum vulgare. ESTs gb_Z34728, gb_F19974, gbJT75677 and 
gb_Z33937 come from this gene. [Arabidopsis thaliana] 

148715 

LIB3175-015-P1-K1-H1 

BLASTN 

g3927822 

286 

1.0e-160 

405 

96 

Arabidopsis thaliana chromosome II BAC F8N16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

148716 

LIB3175-015-P1-K1-H11 

BLASTX 

gl769905 

396 

2.0e-38 

118 

67 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 



18830 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148717 

LIB3175-015-P1-K1-H2 

BLASTN 

gll43391 

106 

2.0e-52 

265 

88 

A.thaliana mRNA for uridine diphosphate glucose epimerase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148718 

LIB3175-015-P1-K1-H4 

BLASTX 

g913445 

501 

7.0e-51 

134 

74 

(S75487) alcohol dehydrogenase ADH=alcohol dehydrogenase 
homolog {EC 1.1.1.1} [Lycopersicon esculentum= tomatoes, cv. 
red cherry, Peptide, 389 aa] [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148719 

LIB3175-015-P1-K1-H7 

BLASTN 

g3492855 

390 

0.0e+00 

405 

99 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148720 

LIB3175-015-P1-K1-H8 

BLASTX 

gl799787 

281 

5.0e-25 

122 

48 

(D908 68) OXALYL-COA DECARBOXYLASE 
[Escherichia coli] 



(EC 4.1.1.8} 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148721 

LIB3175-015-P1-K1-H9 

BLASTN 

g4263694 

398 

0.0e+00 

402 

100 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No, 



148722 



18831 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-016-P1-K1-A10 

BLASTX 

g2642159 

463 

1.0e-46 

101 

93 

(AC003000) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] >gi_3598958 (AF076484) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi_4151925 
(AF108660) CYT1 protein [Arabidopsis thaliana] 

148723 

LIB3175-016-P1-K1-A11 

BLASTX 

g2642159 

262 

2.0e-23 

52 

98 

(AC003000) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] >gi_3598958 (AF076484) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi_4151925 
(AF108660) CYT1 protein [Arabidopsis thaliana] 

148724 

LIB3175-016-P1-K1-A12 

BLASTX 

g2642159 

703 

2.0e-74 

139 

99 

(AC003000) putative mannose-l-phosphate guanyltransferase 
[Arabidopsis thaliana] >gi_3598958 (AF076484) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi_4151925 
(AF108660) CYT1 protein [Arabidopsis thaliana] 



Seq. No. 


148725 


Seq. ID 


LIB3175-016-P1-K1-A5 


Method 


BLASTN 


NCBI GI 


gl6472 


BLAST score 


314 


E value 


1.0e-176 


Match length 


388 


% identity 


95 


NCBI Description 


A. thaliana rRNA repeat unit, 


Seq. No. 


148726 


Seq. ID 


LIB3175-016-P1-K1-A6 


Method 


BLASTN 


NCBI GI 


g2564044 


BLAST score 


276 


E value 


1.0e-154 


Match length 


413 


% identity 


95 


NCBI Description 


Arabidopsis thaliana genomic 



TAC clone 



18832 



K19P17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148727 

LIB3175-016-P1-K1-A7 

BLASTX 

gl710581 

579 

5.0e-60 

118 

96 

60S RIBOSOMAL PROTEIN L9 >gi_2129720_pir S71255 ribosomal 

protein L9 - Arabidopsis thaliana >gi_1107489_emb_CAA63024_ 
(X91958) 60S ribosomal protein L9 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148728 

LIB3175-016-P1-K1-A8 

BLASTX 

g3834309 

664 

6.0e-70 

134 

98 

(AC005679) Strong similarity to glycoprotein EP1 gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb__F13813, gb_T21052, gb_R30218 and 
gb__W43262 come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148729 

LIB3175-016-P1-K1-B1 

BLASTN 

g3763944 

199 

1.0e-108 

339 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F28A23 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



148730 

LIB3175-016-P1-K1-B10 

BLASTX 

g2642159 

696 

1.0e-73 

137 

100 

(AC003000) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] >gi_3598958 (AF076484) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi_4151925 
(AF108660) CYT1 protein [Arabidopsis thaliana] 

148731 

LIB3175-016-P1-K1-B11 

BLASTN 

g3282170 

48 

6.0e-18 



18833 



Match length 

% identity 

NCBI Description 



144 
83 

Arabidopsis thaiiana chromosome 1 BAG F8K4 sequence, 
complete sequence [Arabidopsis thaiiana] 



Seq. No. 


148732 


Seq. ID 


LIB3175-016 


Method 


BLASTX 




g44yUozy 


BLAST score 


531 


E value 


2 . Oe-54 


Match length 


lzU 


% identity 


Q A 


jnuoi Description 


(ALU Jo boo) 


Seq. No. 


148733 


Seq. ID 


LIB3175-016 


Method 


BLASTX 


NCBI GI 


g2275202 


BLAST score 


296 


E value 


7.0e-27 


Match length 


59 


% identity 


98 


NCBI Description 


(AC002337) * 




thaiiana] 


Seq. No. 


148734 


Seq. ID 


LIB3175-016 


Method 


BLASTX 


NCBI GI 


g4827050 


BLAST score 


339 


E value 


8.0e-32 


Match length 


117 


% identity 


56 



extensin-like protein [Arabidopsis thaiiana] 



016-P1-K1-B2 



acyl-CoA synthetase isolog [Arabidopsis 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



ubiquitin specific protease 14 (tRNA-guanine 
transglycosylase) >gi_1729927_sp_P54578 JTGT_HUMAN QUEUINE 
TRNA-RI BOS YLTRANSFE RASE (TRNA-GUANINE TRANSGLYCOSYLASE) 
(GUANINE INSERTION ENZYME) >gi_940182 (U30888) tRNA-Guanine 
Transglycosylase [Homo sapiens] 

148735 

LIB3175-016-P1-K1-B4 

BLASTN 

g3510346 

387 

0.0e+00 

391 

100 

Arabidopsis thaiiana genomic DNA, chromosome 5, PI clone: 
MNL12, complete sequence [Arabidopsis thaiiana] 

148736 

LIB3175-016-P1-K1-B5 

BLASTX 

gl944518 

235 

1.0e-19 



18834 



Match length 

% identity 

NCBI Description 



47 
98 

(Y07822) Shaggy-like kinase tetha [Arabidopsis thaliana] 
>gi_3047105 (AF058919) protein kinase [Arabidopsis 
thaliana] 



Seq. No. 


1 / O ""7 O *"7 

148737 


Seq. ID 


LIB3175-016-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3953473 


BLAST score 


637 


E value 


9 . Oe-67 


Match length 


1 o o 

IZo 


% identity 


100 


NCBI Description 


(AC002328) F2202.18 [Arabidop 


Seq. No. 


148738 


Seq. ID 


LIB3175-016-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g416922 


BLAST score 


292 


E value 


2.0e-26 


Match length 


84 


% identity 


68 


NCBI Description 


DEOX YURI D I NE 5 1 -TRIPHOSPHATE 




{DUTP PYROPHOSPHATASE) (PI 8) 




pyrophosphatase (EC 3.6.1.23) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



>gi_251897_bbs_109276 (S40549) deoxyuridine triphosphatase, 
dUTPase, P18 {EC 3.6.1.23} [tomatoes, Tint Tim cultivar 
LA154, Peptide, 169 aa] [Lycopersicon esculentum] 

148739 

LIB3175-016-P1-K1-B8 

BLASTN 

g972918 

62 

1.0e-26 

186 

83 

Arabidopsis thaliana IAA8 (IAA8) gene complete cds 
148740 

LIB3175-016-P1-K1-B9 

BLASTN 

g4191760 

43 

7.0e-15 

306 

84 

Genomic sequence for Arabidopsis thaliana BAC F17F8, 
complete sequence [Arabidopsis thaliana] 

148741 

LIB3175-016-P1-K1-C1 

BLASTX 

g4662641 

282 



18835 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-25 

71 

79 

(AC006429) putative auxin down-regulated protein 
[Arabidopsis thaliana] 

148742 

LIB3175-016-P1-K1-C10 

BLASTX 

g585350 

362 

2.0e-34 

92 

77 

CASEIN KINASE II, ALPHA CHAIN 2 (CK II) 

>gi_419753_pir S31099 casein kinase II (EC 2.7.1.-) 

alpha-type chain (clone ATCKA2) - Arabidopsis thaliana 
>gi_391605_dbj_BAA01091_ (D10247) casein kinase II 
catalytic subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148743 

LIB3175-016-P1-K1-C11 

BLASTX 

gll5767 

622 

4.0e-65 

118 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

148744 

LIB3175-016-P1-K1-C12 

BLASTX 

g4538959 

593 

1.0e-61 

110 
100 

(AL049488) putative protein [Arabidopsis thaliana] 
148745 

LIB3175-016-P1-K1-C2 

BLASTX 

g4454036 

695 

1.0e-73 

127 

100 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



18836 



Seq. No. 


148746 


Seq. ID 


LIB3175-016-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g2829899 


BLAST score 


405 


E value 


1.0e-39 


Match length 


116 


% identity 


66 


NCBI Description 


(AC002311) similar to ripening-induced protein, 




gp AJ001449__2465015 and major#latex protein, 




gp_X91961_11074 95 [Arabidopsis thaliana] 


Seq. No. 


148747 


Seq. ID 


LIB3175-016-P1-K1-C4 


Method 


BLASTN 


NCBI GI 


g2342717 


BLAST score 


141 


E value 


2.0e-73 


Match length 


426 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T14G11 genom: 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


148748 


Seq. ID 


LIB3175-016-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2979555 


BLAST score 


371 


E value 


1.0e-35 


Match length 


138 


% identity 


53 


NCBI Description 


(AC003680) unknown protein [Arabidopsis thaliana] 


Seq. No. 


148749 


Seq. ID 


LIB3175-016-P1-K1-C6 


Method 


BLASTN 


NCBI GI 


g4220633 


BLAST score 


336 


E value 


0.0e+00 


Match length 


384 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 




K7J8, complete sequence [Arabidopsis thaliana] 


Seq. No. 


148750 


Seq. ID 


LIB3175-016-P1-K1-C7 


Method 


BLASTN 


NCBI GI 


g928809 


BLAST score 


66 


E value 


2.0e-29 


Match length 


89 


% identity 


100 


NCBI Description 


Arabidopsis thaliana polyubiquitin (ubq3) gene 


Seq. No. 


148751 


Seq. ID 


LIB3175-016-P1-K1-C8 


Method 


BLASTX 



18837 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2507421 
554 

5.0e-57 

113 

96 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_4490709_emb_CAB38843 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148752 

LIB3175-016-P1-K1-C9 

BLASTX 

g267073 

487 

3.0e-49 

89 

100 

TUBULIN BETA- 2 / BETA- 3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



148753 

LIB3175-016-P1-K1-D1 

BLASTN 

g3510339 



BLAST score 


44 


E value 


1.0e-15 


Match length 


90 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




K3K7, complete sequence [Arabidopsis thaliana 


Seq. No. 


148754 


Seq. ID 


LIB3175-016-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g2529229 


BLAST score 


524 


E value 


2.0e-53 


Match length 


112 


% identity 


89 


NCBI Description 


(ABO 07 907) 6-phosphogluconate dehydrogenase [ 


Seq. No. 


148755 


Seq. ID 


LIB3175-016-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl644427 


BLAST score 


500 


E value 


1.0e-50 


Match length 


109. 


% identity 


91 


NCBI Description 


(U74 610) glyoxalase II [Arabidopsis thaliana] 


Seq. No. 


148756 


Seq. ID 


LIB3175-016-P1-K1-D12 


Method 


BLASTX 



TAC clone: 



[Glycine max] 



18838 



NCBI GI 


g4584255 


BLAST score 


238 


E value 


r- n — OA 

5 . Oe-20 


Match length 


56 


% identity 


79 


NCBI Description 


(Ylo4/lj blNAlp [vitis vimieraj 


Seq. No. 


148757 , 


Seq. ID 


LIBol/o-ulo-Pl-Kl-Dz 


Method 


BLASTX 


NCBI GI 


g974294 


BLAST score 


244 


E value 


1 . Oe-20 


Match length 


92 


% identity 


54 


NCBI Description 


(U31309) LP6 [Pinus taeda] 


Seq. No. 


148758 


Seq. ID 


LIBJl/o-Olo-Pl-Kl-Di 


Method 


BLASTX 


NCBI GI 


gl946367 


BLAST score 


155 


E value 


3.0e-10 


Match length 


70 


% identity 


47 


NCBI Description 


(U93215) unknown protein [Arabidopsis thali 


Seq. No. 


148759 


Seq. ID 


LIB3175-016-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4314363 


BLAST score 


725 


E value 


4 . 0e-77 


Match length 


140 


% identity 


100 


NCBI Description 


(AC006340) hypothetical protein [Arabidopsi 


Seq. No. 


148760 


Seq. ID 


LIB3175-016-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2501056 


BLAST score 


661 


E value 


1.0e-69 


Match length 


132 


% identity 


100 


NCBI Description 


SERYL-TRNA SYNTHETASE (SERINE — TRNA LIGASE) 




>gi_2129737_pir S71293 seryl-tRNA syntheta 




thaliana >gi_13594 97_emb_CAA94388_ (Z70313) 




Synthetase [Arabidopsis thaliana] 


Seq. No. 


148761 


Seq. ID 


T TOOT H C m ni t^l T\C 

LIBJ1 / O-Uio-Pl-Kl-Do 


Method 


BLASTX 


NCBI GI 


g4586249 


BLAST score 


718 


E value 


3.0e-76 


Match length 


140 



(SERRS) 



18839 



% identity 

NCBI Description 



100 

(AL049640) putative pollen surface protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148762 

LIB3175-016-P1-K1-D7 

BLASTX 

g4371282 

604 

6.0e-63 

121 
100 

(AC006260) 
thaliana] 



putative 60S ribosomal protein L12 [Arabidopsis 



Seq. No. 
Seq. ID 



148763 

LIB3175-016-P1-K1-D8 

BLASTX 

g231586 

289 

6.0e-26 

118 

56 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA41401_ (X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 

148764 

LIB3175-016-P1-K1-D9 

BLASTX 

g4689386 

549 

2.0e-56 

117 

85 

(AF139468) photosystem I reaction center subunit III [Vigna 
radiata] 

148765 

LIB3175-016-P1-K1-E1 

BLASTX 

g730864 

162 

4.0e-ll 

130 
32 

SPORULATION PROTEIN SPS19 (SPORULAT I ON- SPECIFIC PROTEIN 

SPX19) >gi_2117442_pir S50729 sporulation protein SPS19 - 

yeast (Saccharomyces cerevisiae) >gi_600063_emb_CAA55506_ 
(X78898) N1362 [Saccharomyces cerevisiae] 
>gi_1302205_emb_CAA96103_ (Z71479) ORF YNL202w 
[ Saccharomyces cerevisiae ] 

148766 

LIB3175-016-P1-K1-E10 



18840 






Method 


TJT 7\OTV 




NCBI GI 


™o o ononn 

gzozyoyy 




BLAST score 


410 




E value 


4.0e-40 




Match length 


118 




% identity 


65 




NCBI Description 


(AC002311) similar to ripening-induced protein, 






gp AJ001449 2465015 and major#latex protein, 






gp xyiybi ±±u/4yo [Arajoictopsis unananaj 




Seq. No. 


148767 




Seq. ID 


LIB3175-016-P1-K1-E12 




Method 


t-n T 7\ C HIV 

BLAST X 




NCBI GI 


g4006915 




BLAST score 


234 




E value 


2 . Oe-19 




Match length 


1 1 A 
119 




% identity 


45 




NCBI Description 


(Zyy/uo) hypothetical protein [Araoiaopsis tnananaj 




Seq. No. 


148768 





Seq. ID 


LIBol /o-Ulb-rl-J\l-lijZ 




Method 


BLASTX 




NCBI GI 


g4467148 


fn 


BLAST score 


691 




E value 


4.0e-73 




Match length 


138 


W:l 


% identity 


100 


M; 


NCBI Description 


(AL035540) putative protein [Arabidopsis thaliana] 


fff 

r 


Seq. No. 


148769 




Seq. ID 


LIB3175-016-P1-K1-E4 




Method 


BLASTN 




NCBI GI 


gl657620 




BLAST score 


387 




E value 


0.0e+00 


ri 


Match length 


395 




% identity 


99 




NCBI Description 


Arabidopsis thaliana putative acyl-coA dehydrogenase 






(AtGo) mRNA, complete cas 




Seq. No. 


148770 




Seq. ID 


T TTlOl 1 C AT /" I'M T/1 T7 C 

LIB3175-016-P1-K1-E5 




Method 


BLASTX 




NCBI GI 


g3402692 




BLAST score 


305 




E value 


7.0e-28 




Match length 


77 




% identity 


75 




NCBI Description 


(AC004 697 ) putative 






CDP-diacylglycerol — glycerol-3-phosphate 






3— phosphatidyltransf erase [Arabidopsis thalxana] 




Seq. No. 


148771 




Seq. ID 


LIB3175-016-P1-K1-E6 




Method 


BLASTN 




NCBI GI 


g3236234 



18841 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



337 

0.0e+00 

393 
95 

Arabidopsis thaliana chromosome II BAC F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

148772 

LIB3175-016-P1-K1-E7 

BLASTN 

gl931636 

265 

1.0e-147 

416 

100 

Arabidopsis thaliana BAC T19D16 genomic sequence 
148773 

LIB3175-016-P1-K1-E8 

BLASTX 

g4567268 

586 

8.0e-61 

124 
99 

(AC006841) putative fructose biphosphate aldolase 
[Arabidopsis thaliana] 

148774 

LIB3175-016-P1-K1-F1 

BLASTX 

g2225877 

368 

3.0e-35 

99 

70 

(AB002406) TIP49 [Rattus norvegicus] >gi_4106528 (AF100694] 
Pontin52 [Mus musculus] >gi_452127 6_dbj_BAA7 6313. 1_ 
(AB001581) DNA helicase p50 [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



148775 

LIB3175-016-P1-K1-F10 

BLASTX 

g4432856 

410 

2.0e-40 

84 

95 

(AC006300) putative 2A6 protein [Arabidopsis thaliana] 
148776 

LIB3175-016-P1-K1-F11 

BLASTX 

g4512675 

699 

5.0e-74 
138 



18842 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

(AC006931) 



putative citrate synthase [Arabidopsis thaliana] 



148777 

LIB3175-016-P1-K1-F12 

BLASTX 

gll9143 

730 

1.0e-77 

138 
100 

ELONGATION FACTOR 1 -ALPHA (EF- 1-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi 1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 


148778 


Seq. ID 


LIB3175-016-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3445416 


BLAST score 


168 


E value 


9.0e-12 


Match length 


39 


% identity 


92 


NCBI Description 


(Y11154) DEAD box-like 


Seq. No. 


148779 


Seq. ID 


LIB3175-016-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


gll72599 


BLAST score 


598 


E value 


3.0e-62 


Match length 


118 


% identity 


97 


NCBI Description 


PROTEASOME COMPONENT C5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



( MULT I CAT AL YT I C ENDO PEPTIDASE 
COMPLEX SUBUNIT C5) (TAS-F22/FAFP98 ) 
>gi_600387_emb_CAA47753_ (X67338) proteosome subunit 
[Arabidopsis thaliana] 

148780 

LIB3175-016-P1-K1-F4 

BLASTX 

gll2681 

739 

1.0e-78 

138 

99 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 



18843 






storacrp nrotein TArafoidoDsis thalianal 


ocq. ri\J « 


140 /OX 


Seq. ID 


LIB3175-016-P1-K1-F6 


LYie L.HOC1 


dt acqiy 

D XiriO 1 A. 


NCBI GI 


g3236248 


BLAST score 


530 


L" 1 Tra 1 110 
Ej valUc 


J»UC -J *x 






i> identity 


a n 

0 u ~ 




^Zir^nriA^fl^^ nn Vn ^MaTTi nrn^P 1 n r Z\ vain "i r\ <~\t\ 1 q "hVial n ana 1 

^ UU 4 UO H y U.1I A.IIL/W11 piULClu [ni. aJJXUUpoi. O UilCl-L-La.IlCt J 




X ft 0 / 0 ^ 


uC^j • XL/ 


LIB3175-016-P1-K1-F7 


LIS L11UU 




NCBI GI 


gll3334 


BLAST score 


419 


E value 


3.0e-41 


Match length 


131 


% identity 


60 


NCBI Description 


ALPHA-ADAPTIN A (CLATHRIN ASSEMBLY PROTEIN COMPLEX 



ALPHA-A LARGE CHAIN) (100 KD COATED VESICLE PROTEIN A) 
(PLASMA MEMBRANE ADAPTOR HA2/AP2 ADAPTIN ALPHA A SUBUNIT) 

>gi_90291_pir A30111 alpha-adaptin A - mouse 

>gi_49878_emb_CAA33096_ (X14971) alpha-adaptin (A) (AA 
1-977) [Mus mus cuius] 





Seq. No. 


148783 




Seq. ID 


LIB3175^016-P1-K1-F8 




Method 


BLASTX 




NCBI GI 


g3522946 




BLAST score 


501 




E value 


8.0e-51 




Match length 


105 




% identity 


90 




NCBI Description 


(AC004411) putative cytochrome P450 [Arabidopsis thaliana] 




Seq. No. 


148784 




Seq. ID 


LIB3175-016-P1-K1-F9 




Method 


BLASTN 




NCBI GI 


g3201608 




BLAST score 


228 




E value 


1.0e-125 




Match length 


409 




% identity 


100 




NCBI Description 


Arabidopsis thaliana chromosome II BAC F7F1 genomic 






sequence, complete sequence [Arabidopsis thaliana] 




Seq. No. 


148785 




Seq. ID 


LIB3175-016-P1-K1-G1 




Method 


BLASTN 




NCBI GI 


g3319365 




BLAST score 


113 




E value 


1.0e-56 




Match length 


349 




% identity 


98 




NCBI Description 


Arabidopsis thaliana BAC T24M8 



18844 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148786 

LIB3175-016-P1-K1-G10 

BLASTX 

g4580384 

246 

7.0e-21 

138 

52 

(AC007184) putative histone H2B [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148787 

LIB3175-016-P1-K1-G12 

BLASTX 

g4587552 

512 

4.0e-52 

99 

100 

(AC006577) Strong similarity to gb_S77096 aldehyde 
dehydrogenase homolog from Brassica napus and is a member 
of PF_00171 Aldehyde dehydrogenase family. ESTs gb_T4 6213, 
gb T42164, gb_T43682, gb_N96380, gb_T42973, gb 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148788 

LIB3175-016-P1-K1-G2 

BLASTN 

g3421122 

141 

9.0e-74 

181 
94 

Arabidopsis thaliana 20S proteasome beta subunit PBG1 
(PBG1) mRNA, complete cds 

148789 

LIB3175-016-P1-K1-G3 

BLASTX 

g3834310 

522 

3.0e-53 

99 

100 

(AC005679) Similar to Ubiquitin-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z24464, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148790 

LIB3175-016-P1-K1-G4 

BLASTX 

g541858 

495 

3.0e-50 

100 

95 

endoxyloglucan transferase - Arabidopsis thaliana 



18845 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_469484_dbj_BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 

148791 

LIB3175-016-P1-K1-G5 

BLASTN 

gl297184 

222 

1.0e-121 

376 

100 

Arabidopsis thaliana chromosome I cosmid g8261 DNA 
(cytosine-5-) methyltransf erase, zinc finger protein 1, 
nucleoporin 98, poly A+ RNA export protein, plasma membrane 
ATPase 2, and serine/threonine protein kinase genes, co 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148792 

LIB3175-016-P1-K1-G6 

BLASTX 

g3600059 

726 

3.0e-77 

139 
100 

(AF080120) contains similarity to 
repeats (Pfam: G-beta.hmm, score: 
[Arabidopsis thaliana] 



WB domains, G-beta 
14.83 and 23.03) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148793 

LIB3175-016-P1-K1-G8 

BLASTX 

gll72873 

672 

7.0e-71 

133 
100 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22,-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 

148794 

LIB3175-016-P1-K1-H10 

BLASTX 

g2909781 

270 

2.0e-24 

53 

100 

(AF020288) MgATP- energized glutathione S-conjugate pump 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



148795 

LIB3175-016-P1-K1-H11 

BLASTX 

g4689386 



18846 



BLAST score 


318 


E value 


2.0e-29 


Match length 


143 


% identity 


52 


NCBI Description 


(AF139468) 
radiata] 



photosystem I reaction 




center subunit III [Vigna 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148796 

LIB3175-016-P1-K1-H12 

BLASTX 

g4753651 

638 

7.0e-67 

129 

94 

(AL049751) ribosomal protein L13a like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148797 

LIB3175-016-P1-K1-H2 

BLASTX 

gl32074 

733 

5.0e-78 

136 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi__68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

148798 

LIB3175-016-P1-K1-H4 

BLASTX 

gll2681 

102 

2.0e-35 

122 

70 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

148799 

LIB3175-016-P1-K1-H5 

BLASTX 

g2129550 

308 

3.0e-28 

134 

57 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554j?ir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi 836940 (U20623) calcium-dependent protein kinase 



188-47 




[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium- dependent protein kinase [Arabidopsis thaliana] 
>gi_4454034_emb_CAA23031.1_ (AL035394) calcium-dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 



Seq. No. 


148800 


oeq. lu 


T 7R- HI £— PI —V\ — W £ 
iiiDJi / O Ul D rl J\l nu 


Method 


DT 7\ o H" 1 V 
oLuflb 1 A 


JNUbi bl 


g4 / ojDoi 


DiiAoi score 




E value 


4 . ue-zo 


ThJT_ 4— ~\ 1.1,, 

Match length 


ol 


% identity 


/ o 


inl^-di uescripi.ion 


tAiiU^y/oij riDOSomai protein Lija iikc protein LfiidDiuc 




thaliana] 


Seq. No. 


148801 


beq. ID 


LlrJJl / 0-Ulo-rl— i\l-n / 


Method 


BLASTX 


NCBI GI 


g3184082 


BLAST score 


O O T 

28/ 


E value 


1 . Oe-25 


Match length 


95 


-s identity 




NCBI Description 


(ALiUzj/oi; N-termmai acenyitransrerase i 




[Schizosaccharomyces pombe] 


Seq. No. 


i a o o n o 

148802 


Seq. ID 


LIB3175-016-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4454467 


BLAST score 


218 


E value 


1. 0e-17 


Match length 


IOC 

1 Jo 


% identity 


JJ 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


148803 


Seq. ID 


LIBJ1 /o-Ulo-Pl-Kl-Hy 


Method 


T**fc T 71 f~! m XT 

BLASTN 


NCBI GI 


g4106339 


BLAST score 


Jo / 


E value 


0 . 0e+00 


Match length 


415 


% identity 




NCBI Description 


Arabidopsis thaliana protein phosphatase 2A regulatory 




subunit isof orm. B 1 delta mRNA, complete cds 


Seq. No. 


148804 


Seq. ID 


LIB3175-017-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g4263753 


BLAST score 


170 


E value 


1.0e-90 


Match length 


353 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome V map near 60 . 5 cM, 



18848 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



complete sequence [Arabidopsis thaliana] 
148805 

LIB3175-017-P1-K1-A10 

BLASTX 

g2795803 

425 

6.0e-42 

124 

63 

(AC003674) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] >gi_3355491 (AC004218) putative 
beta-l f 3-endoglucanase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148806 

LIB3175-017-P1-K1-A12 

BLASTN 

g4662640 

172 

7.0e-92 

410 

31 

Arabidopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 

148807 

LIB3175-017-P1-K1-A2 

BLASTX 

g3834312 

681 

5.0e-72 

126 

100 

(AC005679) Strong similarity to glycoprotein EP1 gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb_AA067487, gb_Z35737, gb_Z30815, 
gb_Z35350, gb_AA713171, gb_AI100553, gb_Z34248, 
gb_AA728536, gb_Z30816 an 

148808 

LIB3175-017-P1-K1-A4 

BLASTX 

g2497539 

155 

2.0e-10 

39 

85 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR >gi_169703 
(M64736) ATP:pyruvate phosphotransferase [Ricinus communis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



148809 

LIB3175-017-P1-K1-A5 

BLASTX 

g2129608 

705 

1.0e-74 
142 



18849 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



99 

GTP-binding protein, 68K - Arabidopsis thaliana >gi_807577 
(L38614) GTP-binding protein [Arabidopsis thaliana] 

148810 

LIB3175-017-P1-K1-A6 

BLASTX 

g2894612 

213 

1.0e-19 

95 

54 

(AL021889) putative protein [Arabidopsis thaliana] 
148811 

LIB3175-017-P1-K1-A8 

BLASTX 

g4220612 

531 

2.0e-54 

114 

89 

(AB021934) nicotianamine synthase [Arabidopsis thaliana] 
148812 

LIB3175-017-P1-K1-A9 

BLASTX 

g4544458 

193 

8.0e-15 

123 

41 

(AC006592) unknown protein [Arabidopsis thaliana] 
148813 

LIB3175-017-P1-K1-B2 

BLASTN 

g4510360 

405 

0.0e+00 

417 

99 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

148814 

LIB3175-017-P1-K1-B3 

BLASTX 

g542157 

559 

1.0e-57 

128 

82 

ribosomal 5S RNA-binding protein - Rice 
148815 

LIB3175-017-P1-K1-B4 



18850 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2398679 

184 

1.0e-13 

119 
44 

(Y14797) 
synthase 



3-deoxy-D-arabino-heptulosonate 7-phosphate 
[Morinda citrifolia] 



148816 

LIB3175-017-P1-K1-B5 

BLASTN 

g4454447 

345 

0.0e+00 

425 

98 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

148817 

LIB3175-017-P1-K1-B6 

BLASTX 

gll5767 

662 

1.0e-69 

126 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368__emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi__16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

148818 

LIB3175-017-P1-K1-B7 

BLASTX 

g2829911 

402 

3.0e-39 

115 

68 

(AC002291) Unknown protein [Arabidopsis thaliana] 
148819 

LIB3175-017-P1-K1-B8 

BLASTX 

g2454184 

546 

3,0e-56 

110 

100 

(U80186) pyruvate dehydrogenase El beta subunit 
[Arabidopsis thaliana] 



18851 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148820 

LIB3175-017-P1-K1-B9 

BLASTX 

g!66867 

602 

1.0e-62 

133 

87 

(J05216) ribosomal protein Sll (probable start codon at bp 
67) [Arabidopsis thaliana] 

148821 

LIB3175-017-P1-K1-C1 

BLASTX 

gl26962 

576 

1.0e-59 

116 

100 

TONOPLAST INTRINSIC PROTEIN, ROOT-SPECIFIC RB7 

>gi_99747_pir S13718 probable membrane channel protein - 

Arabidopsis thaliana >gi_16492_emb_CAA38 633_ (X54 854) 
possible membrane channel protein [Arabidopsis thaliana] 



Seq. No. 


148822 


Seq. ID 


LIB3175-017-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2245093 


BLAST score 


485 


E value 


5.0e-49 


Match length 


117 


% identity 


51 


NCBI Description 


(Z97343) membrane channel protein 


Seq. No. 


148823 


Seq. ID 


LIB3175-017-P1-K1-C12 


Method 


BLASTN 


NCBI GI 


g4567237 


BLAST score 


108 


E value 


1.0e-53 


Match length 


329 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome I 




sequence, complete sequence 


Seq. No. 


148824 


Seq. ID 


LIB3175-017-P1-K1-C2 


Method 


BLASTN 


NCBI GI 


g4589446 


BLAST score 


241 


E value 


1.0e-133 


Match length 


236 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




T12B11, complete sequence 


Seq. No. 


148825 



chromosome 5, PI clone: 



18852 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-017-P1-K1-C5 

BLASTX 

g2842477 

589 

4.0e-61 

122 

89 

(AL02174 9) copper-binding protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148826 

LIB3175-017-P1-K1- 

BLASTX 

gll61926 

559 

1.0e-57 

136 

79 

(U34392) 
max] 



■C6 



alpha-carboxyltransferase aCT-1 precursor [Glycine 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148827 

LIB3175-017-P1-K1-C7 

BLASTX 

gl!5385 

686 

1.0e-72 

132 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

148828 

LIB3175-017-P1-K1-D1 

BLASTX 

gl710780 

453 

3.0e-45 

121 

72 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA65433_ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



148829 

LIB3175-017-P1-K1-D2 

BLASTX 

g4454032 

303 

1.0e-27 

110 

56 

(AL035394) putative protein [Arabidopsis thaliana] 
148830 

LIB3175-017-P1-K1-D4 



18853 



Method 


# 

BLASTN 


NCBI GI 


g3046855 


BLAST score 


231 


E value 


1.0e-127 


Match length 


380 


% identity 


98 


NCBI Description 


Arabidops 



PI clone: 



MSL1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148831 

LIB3175-017-P1-K1-D5 

BLASTX 

gl00490 

583 

2.0e-60 

117 

28 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148832 

LIB3175-017-P1-K1-D6 

BLASTN 

g3128142 

393 

0.0e+00 

413 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQN23, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148833 

LIB3175-017-P1-K1-D7 

BLASTN 

g4314354 

113 

1.0e-56 

357 

98 

Arabidopsis thaliana chromosome II BAC T9I22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148834 

LIB3175-017-P1-K1-D9 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



148835 

LIB3175-017-P1-K1-E1 



18854 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll73103 

506 

2.0e-51 

87 
99 

RIBONUCLEASE 1 PRECURSOR >gi_561998 (U05206) ribonuclease 
[Arabidopsis thaliana] >gi_3461823 (AC004138) ribonuclease, 
RNS1 [Arabidopsis thaliana] 

148836 

LIB3175-017-P1-K1-E10 

BLASTX 

g2244750 

429 

3.0e-45 

116 

78 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148837 

LIB3175-017-P1-K1-E11 

BLASTX 

gl717949 

355 

7.0e-34 

72 
85 

UBIQUINOL-CYTOCHROME C REDUCTASE IRON-SULFUR SUBUNIT 1 
PRECURSOR (RIESKE I RON- SULFUR PROTEIN 1) (RISP1) 
>gi_100375_pir B41607 ubiquinol — cytochrome-c reductase 

(EC 1.10.2.2) iron-sulfur protein precursor - common 
tobacco (fragment) >gi_170322 (M77225) Rieske Fe-S protein 

[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148838 

LIB3175-017-P1-K1-E12 

BLASTX 

g4544419 

443 

5.0e-44 

118 

79 

(AC006955) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148839 

LIB3175-017-P1-K1-E2 

BLASTX 

g3660469 

558 

2.0e-57 

113 

99 

(AJ001808] 
thaliana] 



succinyl-CoA-ligase beta subunit [Arabidopsis 
>gi 4512693 gb AAD21746.1 (AC006569) 



18855 



succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 



OCCJ. JNO. 


1 AftRAfl 
1 *i O O *± U 


Seq. ID 


LIB3175-017-P1-K1-E3 


Method 


BLASTX 




rrl £1 7 fil *5 

gi oi /uij 


dIjAoi score 


^a 


E value 


J . ue-oi 


iyiai.cn iengr.n 


£7 


% identity 


1 Art 

lUU 


NCBI Description 


(iU//4dj nistone HzB 


oeq. wo. 


1 *i O O 4 1 






Method 


BLASTN 


NCBI GI 


g4263774 


BLAST score 


278 


E value 


1.0e-155 


Match length 


366 


% identity 


92 


NCBI Description 


Arabidopsis thaliana 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


148842 


Seq. ID 


LIB3175-017-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2129473 


BLAST score 


295 


E value 


1.0e-26 


Match length 


92 


% identity 


60 


NCBI Description 


arabinogalactan-like pro' 




(U09556) arabinogalactan 


Seq. No. 


148843 


Seq. ID 


LIB3175-017-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4741940 


BLAST score 


516 


E value 


1.0e-52 


Match length 


95 


% identity 


64 


NCBI Description 


(AF134120) Lhca2 protein 


Seq. No. 


148844 


Seq. ID 


LIB3175-017-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2129543 


BLAST score 


706 


E value 


7.0e-75 


Match length 


130 


% identity 


100 


NCBI Description 


beta-f ructofuranosidase 



thaliana (fragment) >gi_ 



(EC 3.2.1.26) - Arabidopsis 
1183868 emb CAA64781 (X95537) 



beta-f ructosidase [Arabidopsis thaliana] 



Seq. No. 



148845 



18856 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-017-P1-K1-F10 

BLASTX 

g!709825 

590 

3.0e-Sl 

123 
99 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 





Seq. No. 


1 A Q Q A d 




oeg, lu 


LiXDol / j - Ui / — irX~ J\l~r IZ 




1X1 G LilOU 


RT BCTY 
DLriO 1 A 




MPDT PT 

LN \^n> J. Ul 






BLAST score 


358 




E value 


5.0e-34 




Match length 


71 




% identity 


99 




NCBI Description 


(AC006300) putative 2A6 protein [Arabidopsis 




Seq. No. 


148847 




Seq. ID 


LIB3175-017-P1-K1-F3 




Method 


BLASTN 




NCBI GI 


g2760170 




BLAST score 


250 




E value 


1.0e-138 




Match length 


346 




% identity 


100 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



5, PI clone: 



MI024, complete sequence [Arabidopsis thaliana] 





Seq. No. 


148848 




Seq. ID 


LIB3175-017-P1-K1-F4 




Method 


BLASTX 




NCBI GI 


g!561730 




BLAST score 


153 




E value 


5.0e-10 




Match length 


58 




% identity 


47 




NCBI Description 


(U654 91) Dreg-3 protein [Drosophila melanogast 




Seq. No. 


148849 




Seq. ID 


LIB3175-017-P1-K1-F6 




Method 


BLASTN 




NCBI GI 


g3449329 




BLAST score 


23 




E value 


6.0e-03 




Match length 


409 




% identity 


85 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5 






MDH9, complete sequence [Arabidopsis thaliana] 




Seq. No. 


148850 




Seq. ID 


LIB3175-017-P1-K1-F7 




Method 


BLASTN 




NCBI GI 


g2088638 




BLAST score 


34 



PI clone: 



18857 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-10 

70 

87 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

148851 

LIB3175-017-P1-K1-F8 

BLASTX 

g3511285 

609 

2.0e-63 

125 

88 

(AF081534) 
tremula] 



cellulose synthase [Populus alba x Populus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148852 

LIB3175-017-P1-K1-G1 

BLASTN 

g3319365 

307 

1.0e-172 

410 

94 

Arabidopsis thaliana BAC T24M8 
148853 

LIB3175-017-P1-K1-G11 

BLASTX 

gl32074 

668 

2.0e-70 

124 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi__68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

148854 

LIB3175-017-P1-K1-G12 

BLASTX 

g2506443 

476 

6.0e-48 

124 

77 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi__1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 



18858 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148855 

LIB3175-017-P1-K1-G2 

BLASTX 

g2605769 

237 

4.0e-20 

87 

60 

(AF027288) NADH dehydrogenase [Olea europaea] 
148856 

LIB3175-017-P1-K1-G3 

BLASTX 

g3859606 

460 

5.0e-46 

111 

84 

(AF104919) contains similarity to cysteine proteases 
PF00112, E=1.3e-79, N=l) [Arabidopsis thaliana] 



(Pfam: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148857 

LIB3175-017-P1-K1-G4 

BLASTX 

g3075394 

656 

5.0e-69 

130 

98 

(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi_3559809_emb_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 

148858 

LIB3175-017-P1-K1-G5 

BLASTX 

g544242 

332 

5.0e-36 

123 

69 

ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 

>gi_4854 98_pir S33533 heat shock protein 90 homolog 

precursor - barley >gi_22652_emb_CAA48143_ (X67 960) GRP94 
homologue [Hordeum vulgare] 

148859 

LIB3175-017-P1-K1-G7 

BLASTX 

gl25576 

338 

9.0e-32 

92 

76 

PHOSPHORIBULOKINASE PRECURSOR ( PHOSPHOPENTOKINASE) (PRKASE) 
(PRK) >gi_99744_pir SI 65 8 3 phosphor ibulokinase (EC 



18859 




2.7.1.19) precursor - Arabidopsis thaliana 
>gi_16441_emb_CAA41155_ (X5814 9) Ribulose-5-phosphate 
kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148860 

LIB3175-017-P1-K1-G8 

BLASTN 

g3449334 

98 

8.0e-48 

228 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MYH9, complete sequence [Arabidopsis thaliana] 



PI clone: 



148861 

LIB3175-017-P1-K1-H1 

BLASTX 

g3157928 

559 

1.0e-57 

115 

99 

(AC002131) Similar to fumarylacetoacetate hydrolase, 
gb_L41670 from, Emericella nidulans. [Arabidopsis thaliana] 



148862 

LIB3175-017-P1-K1-H3 

BLASTX 

g82677 

254 

8.0e-29 

81 

75 

catalase (EC 1.11.1.6) 

>gi_22232_emb_CAA31056_ 

mays] 



chain 1 - 
(X12538) 



maize 
catalase-1 



(AA 1-492) [Zea 



148863 

LIB3175-017-P1-K1-H5 

BLASTX 

g2924777 

201 

1.0e-15 

132 

2 

(AC002334) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



148864 

LIB3175-017-P1-K1-H7 

BLASTX 

gl31211 

176 

9.0e-13 

36 

94 



18860 



NCBI Description 



PHOTOSYSTEM I REACTION CENTRE SUBUNIT IX (PSI-J) 

>gi_1363533_pir S58571 photosystem I protein psaJ - maize 

chloroplast >gi_552734 (J04502) ORF42 [Zea mays] 
>gi 902241 emb CAA60305 (X86563) psaJ [Zea mays] 



Seq. No. 


148865 


Seq. ID 


LIB3175-017-P1-K1-H9 


ixier.nocL 


D-Lifio I IN 


NIPTiT PT 


goi / obyj 


dJjAoj. score 


O 04 


E value 


U • Uct U U 


Mat ch length 


o / z 


% identity 


Q Q 

y y 




HX dJDICJIOJPol & inallalla CniTOIllOSOnu 








[Arabidopsis thaliana] 


beq. no . 


1 4 0 O O O 


beq. lu 


JjIdjI / J-Uli3"r 1— J\1 _ A1 


Method 


DT T\ C* rpv 

BLAST X 


KTPOT PT 




BLAST score 


611 


E value 


1 . Oe-63 


Tiff— 4- T i_ 1,, 

Match length 


1 o o 

1Z3 


% identity 


94 


NCBI Description 


60S RIB0S0MAL PROTEIN LI 


Seq. No. 


140OD / 


Seq. ID 


LIBjl / 5-Olo-Pl-Kl-AlU 


Method 


BLASTX 




goozzy4o 


BLAST score 


con 

bay 


E value 


7 . ue-73 


Match length 




9* T ^"1 4* T 4* T T 

^ laenuiLy 


i nn 

1UU 


NCBI Description 


(AC004411) putative cytochrome 


beq. No. 


14 0 0 DO 


beq. ID 


LIBJ1 / D-ulo-Pl-Kl-All 


Method 


BLASTX 


\7PDT PT 


goDZz y 4 o 


BLAST score 


659 


E value 


2 . Oe-69 


Match length 


i o a 

129 


% identity 


yo 


X~f f 1 "T C> V* *t V\ 1 /"V T** 

ln^jjX uescnption 


iALuu^*iii j putaiive cycocnrome 


Seq. No. 


148869 


Seq. ID 


LIB3175-018-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3522945 


BLAST score 


593 


E value 


1.0e-61 


Match length 


114 


% identity 


99 


NCBI Description 


(AC004411) putative cytochrome 



18861 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148870 

LIB3175-018-P1-K1-A2 

BLASTX 

g322571 

303 

1.0e-27 

77 

79 

proteinase inhibitor II - Arabidopsis thaliana 
>gi_16427_emb_CAA48892_ (X69139) protease inhibitor II 
[Arabidopsis thaliana] >gi_4038041 {AC005936) proteinase 
inhibitor II [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



148871 

LIB3175-018-P1-K1-A3 

BLASTX 

g2781354 

615 

3.0e-64 

118 

97 

(AC003113) F24O1.10 [Arabidopsis thaliana] 
148872 

LIB3175-018-P1-K1-A4 

BLASTX 

gll72872 

281 

4.0e-25 

82 

70 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

148873 

LIB3175-018-P1-K1-A6 

BLASTX 

gl710530 

145 

4.0e-74 

140 

98 

60S RIBOSOMAL PROTEIN L27A >gi_2129719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 

148874 

LIB3175-018-P1-K1-A7 

BLASTX 

g4220446 

547 

2.0e-56 



18862 



Match length 

% identity 

NCBI Description 



111 
98 

(AC006216) Strong similarity to gi_2062155 T02O04.2 
mitochondrial processing peptidase alpha subunit precusor 
isolog from Arabidopsis thaliana BAC gb__AC001645 . ESTs 
gb_Z18504 and gb_AA395715 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148875 

LIB3175-018-P1-K1-A8 

BLASTX 

gl710581 

594 

9.0e-62 

123 

94 

60S RIBOSOMAL PROTEIN L9 >gi_2129720_pir S71255 ribosomal 

protein L9 - Arabidopsis thaliana >gi__1107489_emb_CAA63024_ 
(X91958) 60S ribosomal protein L9 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148876 

LIB3175-018-P1-K1-A9 

BLASTX 

gl914683 

223 

3.0e-18 

73 

67 

(Y12013) RAD23, isoform I 



[Daucus carota] 



148877 

LIB3175-018-P1-K1-B1 

BLASTX 

g417381 

585 

9.0e-61 

114 

99 

NITRILASE 1 >gi_99738_pir S22398 nitrilase 

Arabidopsis thaliana >gi_16400_emb_CAA45041_ 
nitrilase I [Arabidopsis thaliana] 



(EC 3.5.5.1) 
(X63445) 



148878 

LIB3175-018-P1-K1-B10 
BLASTX 
g2493122 
180 

2.0e-13 
73 
55 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A 
SUBUNIT) (TONOPLAST AT PAS E 70 KD SUBUNIT) 

>gi_1362024_pir S57790 H+-transporting ATPase (EC 

3.6.1.35), vacuolar, 7 OK chain (clone BN59) - rape 
>gi_558479 (U15604) tonoplast ATPase 70 kDa subunit 
[Brassica napus] 



(V-ATPASE 69 KD 
(BN59) 



18863 



® 



oeq • no • 


1 *± 0 0 / ./ 






LIB3175-018-P1-K1-R12 






RT.A^TY 




NCBI GI 


g3522945 




BLAST score 


653 




£j value 


1 Do— £8 
1 • Uc oo 




jyia icn iengt.n 


1-C / 




% identity 


Q Q 




M^T2 T Pi^N enyi r"\+- -i aw 

iNk^iDi we scrip tion 


^ru^uu^^ii; puT-auive cyLOcnroiuc ir^ou i_ri.raDiu.ops is 


4- V\ "1 "1 ana 


beq. WO. 


1 A QQQn 

14 oooU 




q prT t n 
otsu_ • _L JJ 


T TR^1 7R-01 ft-Pl -R*3 

iilDjl / J UJ-O CI. i\_L. LJ 




Mot" hnH 


RT.A^ITY 




NCBI GI 


g899608 




BLAST score 


591 




E value 


. ue Di 




iyiau.cn leny en 


1 9D 




ts ictenxity 


Z, 1 






^v>^_/-L^/u / _yuxy UJJi.^ux lxii [ocq ill a. y o j 




Oc\j • IN (J • 


1 4QQ01 
1*± 0 0 D 1 




C prT TP) 


T.TR^I 7R-H1 fi-PI -K1 -R7 

LlOJl / Z) KJ±0 ITl 1\1 D I 




M^*h noH 






NCBI GI 


gl755162 




BLAST score 


209 




E value 


9.0e-55 




Match length 


108 




-s identity 


90 




jnudi Description 


(U75192) germin-like protein [Arabidopsis thaliana] 


oeq. NO • 


148882 




oeq. iu 


LIB3175-018-P1-K1-B8 






BLASTN 




INV^Dl K3± 


g4678705 




BLAST score 


384 




E value 


0.0e+00 




ixiaT.cn lenyin 


384 




^ laenniLy 


100 




NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone 


F10N7 




(ESSA project) 




oeq. NO. 


148883 




oeq. iu 


LIB3175-018-P1-K1-B9 






BLASTX 




NCBI GI 


g3522945 




BLAST score 


487 




E value 


3.0e-49 




Match length 


117 




% identity 


84 




NCBI Description 


(AC004411) putative cytochrome P450 [Arabidopsis 


thaliana 


oeq. no. 


148884 




Seq. ID 


LIB3175-018-P1-K1-C1 




Method 


BLASTN 




NCBI GI 


g2618677 




BLAST score 


428 




E value 


0.0e+00 





18864 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



435 
100 

Arabidopsis thaliana BAC F21B7 chromosome 1, complete 
sequence [Arabidopsis thaliana] 

148885 

LIB3175-018-P1-K1-C10 

BLASTX 

g2244879 

456 

1.0e-45 

103 

88 

(Z97338) Nucleotide sequence of a cDNA clone encoding a 
beta-amylase from Arabidopsis thaliana 

148886 

LIB3175-018-P1-K1-C11 

BLASTX 

gll75014 

567 

1.0e-58 

125 

90 

PLASMA MEMBRANE INTRINSIC PROTEIN 2B >gi_62 9543_pir S44085 

plasma membrane intrinsic protein 2b - Arabidopsis thaliana 
>gi_472879_emb_CAA53478_ (X75884) plasma membrane intrinsic 
protein 2b [Arabidopsis thaliana] 



Seq. No. 


148887 


Seq. ID 


LIB3175-018 


Method 


BLASTX 


NCBI GI 


g3080435 


BLAST score 


298 


E value 


4.0e-27 


Match length 


78 


% identity 


63 


NCBI Description 


(AL022605) ] 


Seq. No. 


148888 


Seq. ID 


LIB3175-018 


Method 


BLASTN 


NCBI GI 


g3695372 


BLAST score 


49 


E value 


2.0e-18 


Match length 


53 


% identity 


98 


NCBI Description 


Arabidopsis 


Seq. No. 


148889 


Seq. ID 


LIB3175-018 


/Method 


BLASTX 


NCBI GI 


g4559346 


BLAST score 


594 


E value 


1.0e-61 


Match length 


112 


% identity 


100 



018-P1-K1-C3 



putative protein [Arabidopsis thaliana] 



18865 



NCBI Description (AC006585) early nodulin 16 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148890 

LIB3175-018-P1-K1-C6 

BLASTX 

gl!3782 

718 

3.0e-76 

136 

100 

BETA- AMYLASE ( 1 , 4-ALPHA-D-GLUCAN MALTOHYDROLASE) 

>gi_486824_pir S36094 beta-amylase (EC 3.2.1.2) - 

Arabidopsis thaliana >gi_166602 (M734 67) beta-amylase 

[Arabidopsis thaliana] >gi_228699_prf 1808329A beta 

amylase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148891 

LIB3175-018-P1-K1-C7 

BLASTX 

gll2741 

626 

1.0e-65 

118 

99 

2S SEED STORAGE PROTEIN 3 PRECURSOR <2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_T66616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_erab_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148892 

LIB3175-018-P1-K1-C8 

BLASTX 

g2462824 

409 

4.0e-40 

81 

98 

(AF000657) similar to Jun activation domain binding protein 
[Arabidopsis thaliana] >gi_2791885 (AF042334) JAB1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148893 

LIB3175-018-P1-K1-C9 

BLASTN 

g4417264 

324 

0.0e+00 

421 

99 

Arabidopsis thaliana chromosome II BAC F7D8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



148894 

LIB3175-018-P1-K1-D10 



18866 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3738335 

312 

1.0e-28 

113 
58 

(AC005170) 



unknown protein [Arabidopsis thaliana] 



148895 

LIB3175-018-P1-K1-D11 

BLASTX 

g464621 

602 

1.0e-62 

140 
83 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Seq. No. 


*1 A O O fl C 


Seq. ID 


LIBol /o-ulo-Pl-KI-DiZ 


Method 


bltAb 1A 


NCBI GI 


giozzy4o 


BLAST score 


582 


E value 


2.0e-60 


Match length 


111 


% identity 


100 


NCBI Description 


(AC004411) putative cytochrome P450 [Arabidopsis thaliana 


Seq. No. 


148897 


Seq. ID 


LIB3175-018-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


gl619300 


BLAST score 


310 


E value 


2.0e-28 


Match length 


67 


% identity 


84 


NCBI Description 


(X95269) LRR protein [Lycopersicon esculentum] 


Seq. No. 


148898 


Seq. ID 


LIB3175-018-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g4185505 


BLAST score 


356 


E value 


8.0e-34 


Match length 


103 


% identity 


67 


NCBI Description 


(AF101038) nonspecific lipid-transf er protein precursor 




[Brassica napus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



148899 

LIB3175-018-P1-K1-D4 

BLASTX 

gl26985 

551 



18867 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-56 

115 

94 

MERI-5 PROTEIN >gi_166778 (M63166) meri-5 [Arabidopsis 
thaliana] 

148900 

LIB3175-018-P1-K1-D5 

BLASTX 

g231586 

248 

3.0e-21 

127 

50 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA41401_ (X584 98) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148901 

LIB3175-018-P1-K1-D6 

BLASTX 

gl531762 

195 

6.0e-15 

51 

75 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148902 

LIB3175-018-P1-K1-D7 

BLASTX 

gl346113 

488 

2.0e-49 

103 

90 

GTP CYCLOHYDROLASE II >gi_1084339_pir JC4209 GTP 

cyclohydrolase II (EC 3.5.4.25) - Arabidopsis thaliana 
>gi_940383_dbj_BAA08113__ (D45165) GTP cyclohydrolase II 
[Arabidopsis thaliana] 

148903 

LIB3175-018-P1-K1-D9 

BLASTX 

gl!69598 

461 

4.0e-46 

98 

87 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 



Seq. No, 



148904 



18868 



qorr TP) 
acq. 1IJ 


jjidjx / *j uio xrx i\x Hi j. 






NCBI GI 


gl209756 


BLAST score 


159 


il> vaiue 


o • 1 1 


\J[ — \ ^* V> 1 /rs /i [■ n 

jxiaxcn leny Lfi 


JO 


% identity 


O D 


W (~* "D X F*l ^ o v* t +■ n 

jn^/DX uescnpuion 


\U4 JDt J/ _LIiLcy-Ld-L llLolLLUX. Ctilt: LJXWLfciXil LDCLa VUiyaiXD J 


beq. NO . 


lfl o :?U D 


JCtJ. xu 


Xj X X / J UIO C X XvX E-i/L 


liC L.X1UU 


RLASTN 


NTPRT 

LNksXjX ul 




BLAST score 


366 


E value 


O.Oe+OO 




*± V *± 


% identity 


y / 


iNLbi Description 


Arabidopsis thaliana genomic DNA/ chroitiosoitie 3, PI 




MyL/iz, complete sequence 


beq. No. 


i a o one 




T.TR^I 7^-01 8-P1 -K1 -F.^ 

XlXD JX I %J UXU XT X I\X JXi _/ 


Method 


BLASTX 


NCBI GI 


g4185515 


BLAST score 


422 


E value 


1.0e-41 


Match length 


81 



clone 



% identity 

NCBI Description 



100 

(AF102824) 
thaliana] 



actin depolymerizing factor 6 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148907 

LIB3175-018-P1-K1-E5 

BLASTX 

g2565009 

495 

4.0e-50 

124 

70 

(AC002983) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



148908 

LIB3175-018-P1-K1-E6 

BLASTN 

g2739359 

364 

0.0e+00 

364 

100 

Arabidopsis thaliana chromosome II BAC T9J22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

148909 

LIB3175-018-P1-K1-E7 

BLASTX 

g2494320 



18869 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



450 

7.0e-45 

107 
80 

EUKARYOTIC TRANSLATION INITIATION FACTOR 5 (EIF-5) 
>gi_1806575_emb_CAA67868_ (X99517) Eukaryotic initiation 
factor-5 [Zea mays] 

148910 

LIB3175-018-P1-K1-E8 

BLASTX 

g2924779 

615 

3.0e-64 

123 

99 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148911 

LIB3175-018-P1-K1-E9 

BLASTN 

g4220644 

271 

1.0e-151 

423 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXL8, complete sequence [Arabidopsis thaliana] 

148912 

LIB3175-018-P1-K1-F1 

BLASTN 

g4567237 

33 

6.0e-09 

295 

90 

Arabidopsis thaliana chromosome II BAC T22F11 genomic 
sequence, complete sequence 

148913 

LIB3175-018-P1-K1-F10 

BLASTX 

gl346263 

398 

8.0e-39 

81 

99 

GLUTAMYL-TRNA REDUCTASE 2 PRECURSOR (GLUTR) 

>gi_214 6736_pir S65773 glutamyl-tRNA reductase 2 precursor 

- Arabidopsis thaliana >gi_104 9057 (U27118) glutamyl-tRNA 
reductase [Arabidopsis thaliana] 



18870 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148914 

LIB3175-018-P1-K1-F11 

BLASTN 

g4584841 

157 

6.0e-83 

416 

66 

Genomic sequence for Arabidopsis thaliana BAC T23E23, 
complete sequence 





Seq. No. 


14o 91b 




Seq. ID 


t Tnoi n c m o ni yi Trio 
LIBol / b-Ulo-rl-KI-F2 




Method 


BLASTX 




NCBI GI 


gl864017 




BLAST score 


210 




E value 


3.0e-17 




Match length 


43 




% identity 


93 




NCBI Description 


(D63396) elongation factor- 




Seq. No. 


148916 




Seq. ID 


LIB3175-018-P1-K1-F4 




Method 


BLASTX 




NCBI GI 


gi41o /Id 




BLAST score 


581 




E value 


3.0e-60 




Match length 


139 




% identity 


57 




NCBI Description 


(AC004747) unknown protein 






>gi_3643589 (AC005395) unk: 






thaliana] 




Seq. No. 


148917 




Seq. ID 


LIB3175-018-P1-K1-F5 




Method 


BLASTX 




NCBI GI 


gll9350 




BLAST score 


657 




E value 


4.0e-69 




Match length 


130 




% identity 


99 



•1 alpha [Nicotiana tabacum] 



NCBI Description 



ENOLASE ( 2 - PHOS PHOGL YCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608jpir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114__ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



148918 

LIB3175-018-P1-K1-F6 

BLASTX 

g2129759 

543 

9.0e-56 
110 



18871 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

UDPglucose 4-epimerase (EC 5.1.3.2) - Arabidopsis thaliana 
>gi_1143392_emb_CAA90941_ (Z54214) uridine diphosphate 
glucose epimerase [Arabidopsis thaliana] 



148919 

LIB3175-018-P1-K1-F8 

BLASTX 

g2894574 

616 

2.0e-64 

118 

99 

(AL021890) peroxidase prxrl 
>gi_2 96134 l_emb_CAAl 8 0 9 9 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL022140) peroxidase prxrl 



148920 r 

LIB3175-018-P1-K1-G1 

BLASTN 

g3426057 

398 

0.0e+00 

398 

100 

Arabidopsis thaliana mRNA for IB1P8-4 protein 
148921 

LIB3175-018-P1-K1-G11 

BLASTX 

g3522945 

624 

3.0e~65 

120 

99 

(AC004411) putative cytochrome P450 [Arabidopsis thaliana] 
148922 

LIB3175-018-P1-K1-G12 

BLASTX 

g3522945 

637 

8.0e-67 

122 

100 

(AC004411) putative cytochrome P450 [Arabidopsis thaliana] 
148923 

LIB3175-018-P1-K1-G2 

BLASTX 

g4586265 

512 

4.0e-52 

117 
81 

(AL049640) putative protein [Arabidopsis thaliana] 



18872 



Seq. No. 
.Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



148924 

LIB3175-018-P1-K1-G3 

BLASTX 

gl304227 

290 

4.0e-26 

107 

50 

(D63781) Epoxide hydrolase [Glycine max] 
>gi_2764804_emb_CAA55293_ (X78547) epoxide hydrolase 
[Glycine max] 



Seq. No. 


1 A Q QO c: 

14 o yZD 


Seq. ID 


LIB3175-018-P1-K1-G4 


Method 


BLASTX 


NCbl bl 


g4 / 4iy^o 


BLAST score 


o c o 
job 


E value 


3 . 0e-3o 


Match length 




% identity 


71 


NCBI Description 


(AF130849) PIT1 [Arabidopsis thaliana] 


Seq. No. 


i4o yzo 


Seq. ID 


LIB31 / D-Ulo-Pl-Kl-bD 


Method 


BLASTX 


NCBI GI 


g4680661 


BLAST score 


149 


E value 


2 . 0e-09 


Match length 


107 


% identity 


27 


NCBI Description 


(AF132945) CGI-11 protein [Homo sapiens] 


Seq. No. 


148927 


Seq. ID 


t tooi *7 c rvi o r>i tx"1 
LIBjl /O— Ulo-r 1-ixl-bO 


Method 


BLASTN 


NCBI GI 


g972937 


BLAST score 


223 


E value 


1.0e-122 


Match length 


436 


% identity 


1UU 


NCBI Description 


Arabidopsis thaliana putative chlorophyll 




gene, complete cds 


Seq. No. 


148928 


Seq. ID 


LIB3175-018-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


g2129769 


BLAST score 


669 


E value 


2.0e-70 


Match length 


122 


% identity 


99 


NCBI Description 


xyloglucan endo-transglycosylase precurso: 




thaliana >gi_944810_dbj_BAA09783_ (D63508 




transferase [Arabidopsis thaliana] 


Seq. No. 


148929 


Seq. ID 


LIB3175-018-P1-K1-G8 



(G4) 



) endo-xyloglucan 



18873 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3449329 

353 

0.0e+00 

377 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDH9, complete sequence [Arabidopsis thaliana] 



PI clone: 



148930 

LIB3175-018-P1-K1-G9 

BLASTX 

g4115387 

393 

4.0e-38 

78 

99 

(AC005967) putative NADP-dependent 

glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148931 

LIB3175-018-P1-K1-H1 

BLASTX 

g584998 

265 

4.0e-23 

96 

50 

FLAVONOID 3 1 , 5 T -HYDROXYLASE (F3 T 5»H) (CYTOCHROME P450 

LXXVA2) (P-450EG1) >gi_629713_pir S43342 flavonoid 

hydroxylase cytochrome P450 - eggplant 

>gi_395261_emb_CAA50155_ (X70824) flavonoid hydroxylase 
(P450) [Solanum melongena] 

148932 

LIB3175-018-P1-K1-H10 

BLASTX 

g2914700 

563 

4.0e-58 

111 

100 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 

148933 

LIB3175-018-P1-K1-H12 

BLASTX 

g3522945 

672 

8.0e-71 

137 

96 

(AC004411) putative cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 



148934 



18874 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-018-P1-K1-H2 

BLASTX 

g2832629 

164 

2.0e-ll 

104 
37 

(AL021711) 4-coumarate-CoA ligase - like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148935 

LIB3175-018-P1-K1-H3 

BLASTN 

g3449330 

321 

0.0e+00 

400 

94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MDJ14, complete sequence [Arabidopsis thaliana] 

148936 

LIB3175-018-P1-K1-H5 

BLASTX 

g282865 

638 

6.0e-67 

133 

69 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148937 

LIB3175-018-P1-K1-H7 

BLASTX 

g4006899 

375 

5.0e-36 

121 

56 

(Z99708) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148938 

LIB3175-018-P1-K1-H9 

BLASTX 

g4585882 

496 

3^.0e-50 

95 

100 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



18875 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148939 

LIB3175-019-P1-K1-A10 
BLASTN 
g4415905 
184 

5.0e-99 
451 
100 

Arabidopsis thaliana chromosome II BAC F13K3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

148940 

LIB3175-019-P1-K1-A12 
BLASTX 
gll9723 
800 

8.0e-86 

153 
100 

FRUCTOSE-1, 6-BISPHOSPHATASE, 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 

>gi_99693_pir S16582 f ructose-bisphosphatase (EC 

precursor, chloroplast - Arabidopsis thaliana 
>gi_11242__emb_CAA41154_ (X58148) f ructose-bisphosphatase 
[Arabidopsis thaliana] 



CHLOROPLAST PRECURSOR 
1-PHOSPHOHYDROLASE ) ( FBPASE ) 

3.1.3.11) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148941 

LIB3175-019-P1-K1-A2 

BLASTX 

g!542941 

288 

2.0e-26 

61 

90 

(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus] 
148942 

LIB3175-019-P1-K1-A6 

BLASTX 

gl076389 

540 

2.0e-55 

125 

86 

protein phosphatase 2A pDFl - Arabidopsis thaliana 
>gi_683502_emb_CAA57528_ (X82002) protein phosphatase 2A 65 
kDa regulatory subunit [Arabidopsis thaliana] 

148943 

LIB3175-019-P1-K1-A7 

BLASTX 

g!402904 

513 

2.0e-52 

100 

98 

(X98313) peroxidase [Arabidopsis thaliana] 



18876 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148944 

LIB3175-019-P1-K1-A8 

BLASTX 

g4206206 

305 

7.0e-28 

74 

85 

(AF071527) putative M-type thioredoxin [Arabidopsis 
thaliana] >gi__4263039_gb_AAD15308_ (AC005142) putative 
M-type thioredoxin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148945 

LIB3175-019-P1-K1-A9 

BLASTX 

g2583126 

527 

9.0e-54 

109 

95 

(AC002387) putative DNA repair protein 
thaliana] 



(RAD57) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148946 

LIB3175-019-P1-K1-B10 

BLASTX 

g2829899 

468 

7.0e-47 

136 

65 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_24 65015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148947 

LIB3175-019-P1-K1-B12 

BLASTN 

g2828278 

66 

9.0e-29 

118 

89 

Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148948 

LIB3175-019-P1-K1-B2 

BLASTX 

g!173187 

579 

6.0e-60 

121 

93 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041_pir_ 
ribosomal protein S23.e, cytosolic (clone RJ3) - 



_S56673 
garden 



18877 



strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein s!2 [Fragaria x ananassa] 





Seq. No. 


148949 




Seq. ID 


LIB3175-019-P1-K1-B3 






DliriO -L A 






g^zuu IOj 




Djj/ioi score 






Hj Va.J-U.ti 






Match length 


lou 




% identity 


bZ 




jnudi Description 


^IIOZOZJ neutldl lHVGXL.a&fc5 




beq. No, 


i4o you 




oeq. xjj 


LiXDOX f 3 Ul? JrJ. I\X DO 




\A n 4- /-» *J 

jyietnoa 






NCBI GI 


g584892 




BLAST score 


506 




E value 


z . ue oi 




Match length 


1 A d 




% identity 


bo 




NCBI Description 


OHjI\11Nj1i OrlrVDUA I IT ill XT 1 lUriO -Cj X 






>gi Dzyouo_pir b4ooib ser. 






>gi 409oo0 dJ0J_BAAU4olU_ { 






r V* t 7*7 ^ — — 4- -i tt *-\ 1 

[UryZa SatlVaJ 




Seq. No. 


148951 




Seq. ID 


LIB3175-019-P1-K1-B9 




Method 


BLASTN 




NCBI GI 


g4753195 




BLAST score 


54 




E value 


2.0e-21 




Match length 


360 



PRECURSOR ( CARBOXYPEPT IDASE C) 
ine carboxypeptidase I - rice 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

Arabidopsis thaliana BAC F15A18 from chromosome V near 68.5 
cM, complete sequence 

148952 

LIB3175-019-P1-K1-C10 

BLASTN 

g2564049 

171 

3.0e-91 

210 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLE2, complete sequence [Arabidopsis thaliana] 

148953 

LIB3175-019-P1-K1-C11 

BLASTX 

gl27041 

445 

2.0e-44 

86 
99 

S - ADENO S YLME T H I ON I NE SYNTHETASE 1 (METHIONINE 



18878 



ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_81647_pir JN0131 methionine adenosyltransferase (EC 

2.5.1.6) - Arabidopsis thaliana >gi__166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148954 

LIB3175-019-P1-K1-C12 

BLASTX 

g2645971 

697 

8.0e-74 

130 

99 

(AF034255) reversibly glycosylated polypeptide-3 
[Arabidopsis thaliana] 

148955 

LIB3175-019-P1-K1-C4 

BLASTN 

g2828278 

278 

1.0e-155 

423 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148956 

LIB3175-019-P1-K1-C6 

BLASTX 

g2645971 

305 

5.0e-28 

61 

93 

(AF034255) reversibly glycosylated polypeptide-3 
[Arabidopsis thaliana] 

148957 

LIB3175-019-P1-K1-C7 

BLASTX 

g4538963 

362 

1.0e-34 

100 
72 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD28776. 1_AF134129_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



148958 

LIB3175-019-P1-K1-C9 

BLASTX 

g2213590 

184 

1.0e-13 

82 



18879 




% identity 


A "3 


MPRT Flo epr-i T~ii~ i on 


iri^/UUUJ'iO j 1 / IN _7 • 1U LrilaJJlUUpoio l_Ila._L_La.Ilcl j 


oeq. INO. 


1 Aft Q 

140 yj y 


Can TD 

oeq. i-u 


J_il__>_51 / 3 U 1 _? _r 1 i\l U± 


L W H_; LiiwvJ. 




NCBI GI 


g4204300 


BLAST score 


615 


E value 


4 . ue— 04 


r_ai,cn lengun 


1 90 
1ZU 


3* *i /"J /**\ -r\ 4» * r 

■6 laentiuy 


i nn 

1UU 


NTPRT FIa e^r'T i Til - t nn 


/Zif'OO^n9*7 ^ FTt-i Vti oTATn ■ot*/^t - o t n r__v^iV^"i/H ci o t~Vi_i1 i anal 
^ jc\\s UUJU_ / ^ UI1 JviH-JWli piULclli [ril aJJXUUUolb LXxCl 1 Idlld J 


Q Q rr Ma 

oeq. in o • 


1 A ft Q^n 


o t; » -L L/ 


liIDjI / j rl i\l L/1U 




__>l_ur_(_> J. IN 




^^487 Q7 
y _>o*_o / _? / 


BLAST score 


339 


E value 


0.0e+00 


Match length 


yi c c 
400 


% identity 


i An 
1UU 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T18E12 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


beq. no. 


i4o yoi 


oeq. iu 


JjlrSol / 0 Uiy**rl"rvl~Ull 




DT 7\ QfPY 
DluHOlA 


NCBI GI 


g4154281 


BLAST score 


434 


E value 


b . ue— 4 j 


Match length 


lUo 


% identity 


/ 0 


NCBI Description 


(A£Uo-_o4/) LIJ enaopeptiaase NFi precursor [__ea mays J 


beg* wo. 


1 A Q QCO 

i4o ybz 


Oc(j< 1IJ 


T TR^1 7R- 01 Q— Pi —TCI — ni 9 


Lit; L, ilVJU. 


DlinOlA 


LM^ol ul 


y Z ijUUsJi 


"RTZiCJT opAro 
l_>±__-_,o ± bOUIc 


Aft Q 

f- 0 -7 


Hi V o.J_ U.t3 


o fi(--_ Q 


Match length 


123 


% identity 


72 


NCBI Description 


xylose isomerase (EC 5.3.1.5) — barley 




>gi IzyDoU/ eiab CAAo4b44 (Xyozoo) xylose isomerase 




[Hordeum vulgarej >gi 1000004 pr± zzUyzooA xylose 




isomerase [Hordeum vulgare] 


beq. No. 


i4oyoJ 


beg. id 








NCBI GI 


gll72872 


BLAST score 


703 


E value 


2.0e-74 


Match length 


131 


% identity 


100 



NCBI Description CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 



18880 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

148964 

LIB3175-019-P1-K1-D3 

BLASTN 

g3269280 

356 

0.0e+00 

419 

100 

Arabidopsis thaliana DNA chromosome 4, PI clone M4I22 
(ESSAII project) 

148965 

LIB3175-019-P1-K1-D4 

BLASTX 

g3858939 

531 

3.0e-54 

129 

86 

(AL021636) serine/threonine protein kinase like protein 
[Arabidopsis thaliana] 

148966 

LIB3175-019-P1-K1-D5 

BLASTX 

g2129532 

507 

2.0e-51 

126 
79 

acyl- [acyl-carrier-protein] desaturase (EC 1.14.99.6) - 
Arabidopsis thaliana >gi_1107507_emb_CAA6374 6_ (X93461) 
acyl- [acyl-carrier protein] desaturase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148967 

LIB3175-019-P1-K1-D6 

BLASTX 

g2129675 

686 

2.0e-72 

158 

84 

probable chlorophyll synthetase G4 - Arabidopsis thaliana 
>gi_972938 (U19382) putative chlorophyll synthetase 
[Arabidopsis thaliana] >gi_3068709 (AF049236) putative 
chlorophyll synthetase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



148968 

LIB3175-019-P1-K1-D8 

BLASTN 

g4757400 



18881 



BLAST score 


173 




E value 


2.0e-92 




Macon lengrn 


AHA 




-s identity 


yo 




NCBI Description 


iirajDiQopsis T_nanana genomic \ju*t\f oiixoiuvjouniG 








beq. No. 


i4o yoy 




Qapi TPi 

oeq. 1JJ 


T TR^I 7R-M Q-P1 -Kl -F)Q 
JjIDJI i J U X _7 IT X IvX U Z? 




Method 


DliriOX A 




NCBI GI 


g4406753 




BLAST score 


495 




E value 


D • ue O U 




Matcn length 


lUO 




% identity 




t ha 1 i ana 1 


MUbi Description 


faPOfi^P^^ h^mo-l-hol-i pal nrntPi n F Atp, finn^i "i 
InLfUUOO jO^ liypU CIlc LlOal £Jx\Jl~t!Xil [ruauiuupoia 


beq. NO. 


Ifl Oi? / U 




oeq. 1JJ 


LllDOl /.J tj X .7 IT X IVX J-4 X 




Ma 4— rA 

ixie tnou 


OXltVO JL A. 




NCBI GI 


g3309170 




BLAST score 


245 




E value 


1.0e-20 




Match length 


133 




% identity 


42 




NCBI Description 


(AF071314) C0P9 complex subunit 4 [Mus musculus] 


Seq. No. 


148971 




C « j-r TVS 

Seq. ID 


LIB3175-019-P1-K1-E11 




Method 


BLASTN 




NLfcSl bl 


g4757411 




BLAST score 


243 




E value 


1.0e-134 




Matcn lengtn 


446 




% identity 


100 




NCBI Description 


Arabidopsis thaliana genomic DNA f chromosome 


3, PI clone: 




MXC7, complete sequence 




Seq. No. 


148972 




Corf t n 
oeq. iu 


LIB3175-019-P1-K1-E12 




riernoa 


BLASTX 




NCBI GI 


g4158221 




BLAST score 


630 




E value 


7.0e-66 




Matcn length 


139 




% identity 


80 


[Oryza sativ 


NCBI Description 


(Y18624) reversibly glycosylated polypeptide 


Seq. No. 


148973 




Qarr T Pi 

oeq. 1U 


LIB3175-019-P1-K1-E2 




Method 


BLASTN 




NCBI GI 


g2160132 




BLAST score 


165 




E value 


1.0e-87 




Match length 


921 





% identity 56 

NCBI Description Sequence of BAC F19K23 from Arabidopsis thaliana chromosome 



18882 



1, complete sequence [Arabidopsis thaliana] 



oeq. jno . 




Seq. ID 


LIB3175-019-P1-K1-E3 


Method 


BLASTX 


MOOT C*T 

NUtSl bl 


goooyo y i 


BLAST score 


"3 o ri 


E value 


/ . ue- oi 


Match length 


1 HQ 
1UO 


$ identity 


jj 


NCBI Description 


(AriU4yiyj no oeriniuion line rouna L^J-SDiuopsis 


oeq. no . 


i 40 Q7 c 
X fl 0 ID 


oeq. lu 


T T"P*31 7C,_ni Q— PI —V\ — F ^ 
LlDJl / j Ul? rl J\l LJ 


Method 


BLASTX 


NCBI GI 


g3892712 


oii/ioi score 


OUU 


E value 


i fie*— Rfi 


Match length 


y / 


% identity 


1UU 


NCBI Description 


{AhuojDHD) aaenine pnospnorioosyiLransrerase 




z . 4 . z . / ; — lute protein [AraDiaopsis undiianaj 


beq. No. 




Seq. ID 


LIB3175-019-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


gzz44 /oy 


BLAST score 


771 


E value 


2 . Oe-82 


Match length 


157 


% identity 


92 


NCBI Description 


(Z97335) selenium-binding protein [Arabidopsis t. 


Seq. No. 


148977 


Seq. ID 


LIB3175-019-P1-K1-E7 


Method 


BLASTN 


NCBI GI 


g4734003 


BLAST score 


377 


E value 


0.0e+00 


Match length 


381 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



68 

Arabidopsis thaliana chromosome II BAC F3L12 genomic 
sequence, complete sequence 



148978 

LIB3175-019-P1-K1-E8 

BLASTX 

g3123745 

510 

7.0e-52 

107 
94 

(AB01344 7) aluminum- induced 



[Brassica napus] 



148979 

LIB3175- 

BLASTN 



019-P1-K1-E9 



18883 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4220633 
41 

1.0e-13 

287 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K7J8, complete sequence [Arabidopsis thaliana] 

148980 

LIB3175-019-P1-K1-F1 

BLASTN 

g3449326 

377 

0.0e+00 

377 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19M22, complete sequence [Arabidopsis thaliana] 

148981 

LIB3175-019-P1-K1-F11 

BLASTX 

gll69278 

283 

3.0e-25 

71 

83 

DEHYDRIN ERD14 >gi_55 64 7 4_dbj_BAA04 5 6 9_ (D17715) ERD14 
protein [Arabidopsis thaliana] 

148982 

LIB3175-019-P1-K1-F12 

BLASTX 

g3157924 

309 

3.0e-28 

80 

76 

(AC002131) Contains homology to extensin-like protein 
gb_D83227 from Populus nigra. ESTs gb_H76425, gb_T13883, 
gb_T45348, gb_H37743, gb_AA042634, gb_Z26960 and gb_Z25951 
come from this gene. There is a similar ORF on the 
opposite strand. [... >gi_4063707 (AF104327) extensin-like 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148983 

LIB3175-019-P1-K1-F2 

BLASTX 

g2827699 

457 

1.0e-45 

159 

63 

(AL021684) predicted protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



148984 

LIB3175-019-P1-K1-F3 



18884 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3449322 

438 

0.0e+00 

441 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC17, complete sequence [Arabidopsis thaliana] 

148985 

LIB3175-019-P1-K1-F4 

BLASTX 

g4589396 

330 

1.0e-30 

146 

46 

(D89971) asparaginyl endopeptidase (VmPE-1) [Vigna mungo] 
148986 

LIB3175-019-P1-K1-F5 

BLASTX 

g2196466 

443 

4.0e-44 

104 
90 

(Y13673) TATA binding protein-associated factor 
[Arabidopsis thaliana] 

148987 

LIB3175-019-P1-K1-F6 

BLASTX 

g2244750 

799 

1.0e-85 

155 
99 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



148988 

LIB3175-019 

BLASTX 

g3600053 

337 

1.0e-31 

116 

65 

(AF080120) 
box (Pfam: 



•P1-K1-F7 



contains similarity 
HMG box.hmm, scores 



to HMG (high mobility group) 
: 70.67, 53.09 and 80.15) 



[Arabidopsis thaliana] 
148989 

LIB3175-019-P1-K1-F8 
BLASTN 



18885 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3426033 
123 

1.0e-62 

443 
99 

Arabidopsis thaliana chromosome II BAC F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

148990 

LIB3175-019-P1-K1-F9 

BLASTX 

gl706368 

773 

1.0e-82 

148 

99 

D I HYDROFLAVONOL- 4 -REDUCTASE (DFR) (DIHYDROKAEMPFEROL 

4 -REDUCTAS E ) >gi_3 2055 7_pi r JQ1 688 dihy dr o kaemp f ero 1 

4-reductase (EC 1.1.1,219) - Arabidopsis thaliana 
>gi_166686 (M86359) dihydrof lavonol 4-reductase 
[Arabidopsis thaliana] 



Seq. No. 


148991 


Seq. ID 


LIB3175-019- 


Method 


BLASTX 


NCBI GI 


g2529229 


BLAST score 


536 


E value 


7.0e-55 


Match length 


116 


% identity 


8 9 


NCBI Description 


(AB007907) 


Seq. No. 


148992 


Seq. ID 


LIB3175-019 


Method 


BLASTX 


NCBI GI 


g3138972 


BLAST score 


680 


E value 


9.0e-72 


Match length 


142 


% identity 


92 


NCBI Description 


(AF038505) 



branched-chain alpha-keto acid dehydrogenase complex 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148993 

LIB3175-019-P1-K1-G11 

BLASTX 

g3157947 

570 

6.0e-59 

111 

55 

(AC002131) Similar to protein gb_Z74 962 from Brassica 
oleracea which is similar to bacterial YRN1 and HEAHIO 
proteins. ESTs gb_T21954, gb_T04283, gb_Z37609, gb_N37366, 
gb_R90704, gb_F15500 and gb_F14353 come from this gene. 
[Arabidopsis tha 



18886 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148994 

LIB3175-019-P1-K1-G3 

BLASTX 

g3420049 

443 

6.0e-44 

129 
69 

(AC004680) 
thaliana] 



putative protein phosphatase 2C [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148995 

LIB3175-019-P1-K1-G4 

BLASTN 

g2245031 

141 

3.0e-73 

495 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

148996 

LIB3175-019-P1-K1-G5 

BLASTX 

g2258135 

188 

4.0e-14 

46 

67 

(Z83830) porin [Picea abies] 
148997 

LIB3175-019-P1-K1-G6 

BLASTX 

gl724100 

520 

6.0e-53 

134 

74 

(U79765) porin [Mesembryanthemum crystallinum] 
148998 

LIB3175-019-P1-K1-G9 

BLASTX 

gl32110 

729 

2.0e-77 

139 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi__16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



18887 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148999 

LIB3175-019-P1-K1-H10 

BLASTX 

g2407802 

186 

7.0e-16 

66 

69 

(Y12576) histone H2B 



[Arabidopsis thaliana] 



149000 

LIB3175-019-P1-K1-H11 

BLASTX 

g!36251 

505 

2.0e-51 

119 

83 

TRYPTOPHAN SYNTHASE BETA CHAIN 1 PRECURSOR 

>gi_99767_pir A31393 tryptophan synthase (EC 4.2.1.20) 

beta chain - Arabidopsis thaliana >gi_166892 (M23872) 
tryptophan synthase beta subunit [Arabidopsis thaliana] 

149001 

LIB3175-019-P1-K1-H12 

BLASTX 

g2454184 

436 

3.0e-43 

108 

84 

(U80186) pyruvate dehydrogenase El beta subunit 
[Arabidopsis thaliana] 

149002 

LIB3175-019-P1-K1-H2 

BLASTX 

g3273196 

538 

3.0e-55 

109 

98 

(AB010915) responce regulator 1 [Arabidopsis thaliana] 
>gi_3323583 (AF057282) two -component response regulator 
homolog [Arabidopsis thaliana] >gi_3953597_dbj_BAA34726_ 

(AB008487) response regulator 4 [Arabidopsis thaliana] 

149003 

LIB3175-019-P1-K1-H3 

BLASTX 

g3063465 

684 

3.0e-72 

133 

100 

(AC003981) F22013.27 [Arabidopsis thaliana] 



18888 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149004 

LIB3175-019-P1-K1-H4 

BLASTN 

g2760169 

246 

1.0e-136 

410 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFB13, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149005 

LIB3175-019-P1-K1-H5 

BLASTN 

g2264313 

82 

4.0e-38 

242 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MOP10, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 


149006 


Seq. ID 


LIB3175-019-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4455302 


BLAST score 


438 


E value 


2.0e-43 


Match length 


122 


% identity 


66 


NCBI Description 


(AL035528) putative protein 


Seq. No. 


149007 


Seq. ID 


LIB3175-019-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl353163 


BLAST score 


237 


E value 


8.0e-20 


Match length 


75 


% identity 


60 


NCBI Description 


HYPOTHETICAL 19.6 KD PROTEIN 



PRECURSOR >gi_1055071 (U39851) 
[Caenorhabditis elegans] 



23G10.2 IN CHROMOSOME III 
C23G10.2 gene product 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149008 

LIB3175-019-P1-K1-H9 

BLASTX 

g421929 

587 

7.0e-63 

134 

15 

ubiquitin 
ubiquitin 



- tomato >gi_312160_emb_CAA51679_ 
[Lycopersicon esculentum] 



(X73156) 



Seq. No. 



149009 



18889 



oeq. iu 




Method. 




NUbl bl 


y j j j j j jl 


BLAST score 


238 


E value 


1.0e-131 


Match length 




% identity 


yo 


NCBI Description 


AraoiQopsis tnaiiana cnromosuiue x id±\\*, ior j oKsv^Licii^t;/ 






Seq. No. 


1 4 yuiu 


oecj. iu 


t tr^i 7R- n?n-Pi — "PT1 -Al 0 


Method 


T3T 7\ O T" V 

tSLAb 1 a 


NCBI GI 


g2245087 


BLAST score 


427 


E value 




Matcn lengtn 


1 lu 


-s identity 


/ 3 


jn^di Description 


f 7 0*7 "3 4 "3 ^ VnTT^o-h'hol- nr^sil nrntpi n TAT^lni Hon 6 ? "i <s th^ll^ns] 
^Zjj//J? i iOy Xly LJtJ Lllc 1 LOci-L vJ L C-Lll [nlQJJlUwyoio una iiaiiaj 


Seq. No. 


1 a am i 
1 4 y Ull 


beq. iij 


T TP^I 7^ — n9fl-Pl -K1 — A1 1 

iixD jl f J UZ.U Jcx IY1 nil 


Method 


0L1H.0 I A 


NCBI GI 


g2286069 


BLAST score 


623 


E value 


/! Art CC 

4 . ue— 00 


Match length 


lzU 


% identity 


98 


NCBI Description 


/rmi t^t\\ VyAf a_rrl iiriAoi f S vaKi rlnnc n q +*ha1 i anal 

(U/ziDD; oena giucosiaase [HraDiuopsib i_iicii-La.iicij 


Seq. No. 


14 yuiz 


beq. lu 


T TH^I 7 ^ — 0.9 0,— P1 — Ttf'l — Al 9 
IiIdJI /0 UZU - rl*Al 


Method 


BltAblA 


NCBI GI 


g2245087 


BLAST score 


511 


E value 


0 . ue— oz 


Match length 


izz 


% identity 


/ y 


NCBI Description 


\ ti y /O^jJ nypO LlictlCal protein [jfilaJJlUUpolo unaiiaiiaj 


Seq. No. 


14 yuio 


beq. id 


LilxSOl / 0~UZU ri M nZ 


Method 


oJ_irio 1 A 


NCBI GI 


g3643607 


BLAST score 


531 


E value 


z . ue— 04 


Match length 


1 on 


% identity 


1 0 
78 


NCBI Description 


(Aouuojyo; unKnown prorein L/iraDiaopsis Luaiianaj 


Seq. No. 


14 yul4 




T.TR?1 7 c i-n?n-pi -K1 -A^ 

JjIDJI / J \j £.\J iri i\ d. nj 


Method 


BLASTX 


NCBI GI 


gll2741 


BLAST score 


526 


E value 


6.0e-54 


Match length 


97 



18890 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201__emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

149015 

LIB3175-020-P1-K1-A4 

BLASTX 

g4585882 

476 

7.0e-48 

91 

100 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

149016 

LIB3175-020-P1-K1-A5 

BLASTN 

g4510408 

53 

6.0e-21 

73 

54 

Arabidopsis thaliana chromosome II BAC T1E2 genomic 
sequence, complete sequence 

149017 

LIB3175-020-P1-K1-A6 

BLASTN 

g4376087 

114 

2.0e-57 

190 

90 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

149018 

LIB3175-020-P1-K1-A7 

BLASTX 

g541848 

542 

1.0e-55 

123 

85 

amino acid transport protein I - Arabidopsis thaliana 
>gi_22641_emb_CAA47603_ (X67124) amino acid permease I 
[Arabidopsis thaliana] >gi_404019 (L16240) amino acid 
transporter [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



149019 

LIB3175-020-P1-K1-A8 



18891 




Method 




NObl KdI 


gzo y4 o y i 


BLAST score 


413 


E value 


0.0e+00 


Match length 


A"\ C 

41b 


^ identity 


i nn 
1UU 


NCBI Description 


Araoiaopsis tnanana una cnrouLOSOirie 4 r dhl cione -tor\zi 




^ III O orll 1 piOJcLL; 


Seq. No. 


14 yu^u 


beq. lu 


t tr^i 7t;_n9n— pi _T<ri _qq 

JjIoOI / 0 UiU rl J\l 


rie inoa 


DJ-iH.0 X A 


NCBI GI 


g2245087 


BLAST score 


509 


E value 


i . ue — oi 


Match length 


1ZD 


% identity 


/O 


jnudi Description 


\£iyi3 t ±3) nypotne ticai protein L^raDicicjpoio unax-Laiiei j 


Seq. No. 


14 yuzi 


beq. ID 


lilbol /o — UZU — Jrl - J\l — bl 


Method 


DliAb I A 


NCBI GI 


glool /oo 


BLAST score 


388 


E value 


1.0e-37 


Match length 


o4 


% identity 




NCBI Description 


(Xyo//z) Auxi [Arabidopsis tnaiianaj >gi jjojodu (ACUUou^o) 




unknown protein [Arabidopsis thaliana] 


Seq. No. 


l4y(J2z 


Seq. ID 


LIBJ1 /o-UzU-Pl-Kl-BlZ 


Method 


DT 7\ CTY 

dLiAo 1A 


NCBI GI 


gl30759 


BLAbl score 


loD 


E value 


2.0e-23 


Match length 


110 


% identity 


04 


NCBI Description 


rKOLlli LNUUrhr i IDAbh ( PUb 1 -rKU-LlISIh CLiliAVlNCa t^NAXi^lZij \Lrti} 




>gi lOoioi pir AJ794z prolyl oligopeptiaase (EC J.4.zl.zb) 




- pig >qi io4bzi (Mb4zz / j prolyl enaopepriaase [bus scroraj 


Seq. No. 


149023 


beq. ID 


LIBol /0-UZU-rl-l\l-i54 


Method 


DT aOTY 


NLbl bl 


gz^4 4 y / y 


BLAST score 


712 


E value 


1.0e-75 


Match length 


1 A *3 
14 J 


% identity 


1UU 


NCBI Description 


(Z97340) similarity to enoyl-CoA hydratase [Arabidopsis 




4— V% ^ I T T> ^ | 

unaiia.na j 


Seq. No. 


149024 


Seq. ID 


LIB3175-020-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3132475 



18892 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



547 

3.0e-56 

120 

87 

(AC003096) 
thaliana] 



similar to proline-rich protein [Arabidopsis 



149025 

LIB3175-020-P1-K1-B6 

BLASTX 

g585536 

473 

1.0e-47 

85 
99 

MYROSINASE PRECURSOR (SINIGRINASE) (THIOGLUCOSIDASE) 

>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb_CAA55786_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 

149026 

LIB3175-020-P1-K1-B7 

BLASTX 

g2829275 

461 

4.0e-46 

132 

73 

(AF044265) nucleoside diphosphate kinase 3 [Arabidopsis 
thaliana] >gi_3513740 (AF080118) contains similarity to 
nucleoside diphosphate kinases (Pfam: NDK.hmm, score: 
301.12) [Arabidopsis thaliana] >gi_4539375_emb_CAB40069 . 1_ 

(AL049525) nucleoside diphosphate kinase 3 (ndpk3) 

[Arabidopsis thaliana] 

149027 

LIB3175-020-P1-K1-B9 

BLASTX 

g2245087 

536 

7.0e-55 

125 

81 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
149028 

LIB3175-020-P1-K1-C1 

BLASTX 

g2627433 

258 

3.0e-22 

118 

45 

(AF012129) putative DNA methyltransf erase [Mus musculus] 



Seq. No. 



149029 



18893 



Seq. ID 


LIB3175-020-P1-K1-C10 


Method 


BLASTX 


IN ^ J-J _L \JJm 


a567893 


BLAST score 


176 


E value 


8.0e-13 


riaLLU -Ltiiiy Ull 


o / 


t /*J /™s *f*" n f-TT 

^ laeiiLiuy 


4 Q 


ln^ox uescripLion 






PPlnninrr vprf ofl 


O fci t-J • IN D . 




Qp<-Y Tf) 


LTB317S-020-P1-K1-C11 


Mpfbioci 


BLASTX 


NCBI GI 


g3043415 


BLAST score 


641 


Hj V&XLLe 






j. j 




i no 

X \J u 


ftTPRT P)o Q r" 1 t~ n r>-|- -1 r\T\ 


^ I 1 / U J J / XT. L. lloU i v -J [Hi GLlJ A-\J.\J O JL O LlldX-Lailu J 


Oc^. IN w • 


11 -7 U J X 


Q Pf7 TH 
kJC^ • -L U 


LIB3175-020-P1-K1-C12 

UXJJJx / J \J \J LT JL i.\-L w -L <c- 


Mp1"hriH 

lis? LHUU 


BLASTX 


NCBI GI 


g4454032 


BLAST score 


258 


£j Value 




Match length 


xux 


% identity 


CO 


nl,d± uescripnon 


/ 7\ T A"5^"5Q^ \ m i +■ af i ttq y\ n f Z\ 7*3Ki Hon gt q fha 1 i ana 1 
^rLLiUOO O / ptl L.a.L-1 vc pxrouexil |_rijL o,JJX(J.vjpo lo UllciXXctilci J 


oeq. lno. 


X^i Jllji 


Cprr Tf) 


T,TR^1 7 c i-D?n-Pl -K1 — P? 

IllDJl / sJ \J vj JT X LVX 


i/iet noci 


oXxriO 1 IN 






BLAST score 


93 


E value 


7.0e-45 


i v ia. ucn lenytn 




^> lQeiiT-iT-y 




lmcdx uescripLion 


HraDlClOpSlS tflallaria lecepuui llKc Klilaoc XjI1j^I\J\X ^XiJLOiAiXX 




rT£lTl (=> C PlTTlT^ 1 pfp pHfl 
CJ1C ^ OkJUllL^JL>C L. C V_^k_4.0 


oeq* wo • 


Xft J?U JJ 


Ocif-r TO 


LIDJi / vJ \Jt.VJ IT X IVX 




BLASTN 


LN L? X Ui 




BLAST score 


260 


E value 


1.0e-144 




ft Z j 


■s laencxiiy 


xuu 


lnUdx Description 


Araoiaopsis tnaxiana genomic dina, cnroinosoiTie o r trx exone 




PAircn "I "H d o /a mi onpo r 7\ n H nr\c tq •)— Vial i an a 1 
LuA.l\0 f UUUlplcLc oc(J*Ut;iIOt; [nl aJJlUUyolO LllalXaJ.ia J 


Seq. No. 


149034 


Seq. ID 


LIB3175-020-P1-K1-C4 


Method 


BLASTN 


NCBI GI 


g2351065 


BLAST score 


243 



18894 



E value 
Match length 
% identity 
NCBI Description 



1.0e-134 

255 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHF15, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



149035 

LIB3175-020-P1-K1-C5 

BLASTN 

g2828186 

161 

3.0e-85 

443 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18I23, complete sequence [Arabidopsis thaliana] 



149036 

LIB3175-020-P1-K1-C6 

BLASTN 

g2760164 

412 

0.0e+00 

428 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K18P6, complete sequence [Arabidopsis thaliana] 



TAC clone 



149037 

LIB3175-020-P1-K1-C7 

BLASTX 

g3913871 

756 

1.0e-80 

146 

100 

FERROCHELATASE, CHLOROPLAST PRECURSOR (PROTOHEME 
FERRO- LYASE) (HEME SYNTHETASE) ( FERROCHELATASE- I I ) 
>gi_1946377 (U93215) ferrochelatase precusor isolog 
[Arabidopsis thaliana] >gi_2347202 (AC002338) 
ferrochelatase precusor isolog [Arabidopsis thaliana] 

149038 

LIB3175-020-P1-K1-C8 

BLASTX 

g2498731 

487 

3.0e-49 

126 

74 

PROBABLE NADP-DEPENDENT OXIDOREDUCTASE PI 

>gi_1362013_pir S57611 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_886428_emb_CAA89838_ (Z49768) 
zeta-crystallin homologue [Arabidopsis thaliana] 

149039 

LIB3175-020-P1-K1-C9 



18895 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2160133 

393 

4.0e-38 

128 

65 

(AC000375) Strong similarity to Arabidopsis 
gb_X91953, F19K23 . 3, F19K23 . 15 . ESTs 

gb_T21984,gb_ATTS0219, gb_ATTS0207, gb_T21984 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149040 

LIB3175-020-P1-K1-D1 

BLASTX 

gll5783 

449 

7.0e-45 

84 

100 

CHLOROPHYLL A-B' BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 


149041 


Seq. ID 


LIB3175-020-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4589398 


BLAST score 


412 


E value 


2.0e-40 


Match length 


95 


% identity 


77 


NCBI Description 


(D89972) asparaginyl endopeptidase (VmPE-lA) 


Seq. No. 


149042 


Seq. ID 


LIB3175-020-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g4582459 


BLAST score 


639 


E value 


6.0e-67 


Match length 


147 


% identity 


80 


NCBI Description 


(AC007071) putative RanBP7/ import in protein 




thaliana] 


Seq. No. 


149043 


Seq. ID 


LIB3175-020-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl351082 


BLAST score 


593 


E value 


1.0e-61 


Match length 


146 


% identity 


79 


NCBI Description 


SUPEROXIDE DISMUTASE, CHLOROPLAST PRECURSOR 




(M55910) Fe-superoxide dismutase [Arabidopsi 


Seq. No. 


149044 



[Vigna mungo] 



(FE) >gi_166700 



18896 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-020-P1-K1-D5 

BLASTX 

g!15767 

703 

2.0e-74 

133 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149045 

LIB3175-020-P1-K1-D6 

BLASTN 

g4757391 

255 

1.0e-141 

255 

100 

Arabidopsis thaliana genomic DNA, 
F2C19, complete sequence 



chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149046 

LIB3175-020-P1-K1-D8 

BLASTX 

g461550 

403 

2.0e-39 

115 

73 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3.6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 

149047 

LIB3175-020-P1-K1-D9 

BLASTX 

g2252825 

649 

4.0e-68 

124 

100 

(AF013293) Similar to transmembrane protein; coded for by 
A. thaliana cDNA H37637; coded for by A. thaliana cDNA 
T41850; coded for by A. thaliana cDNA T13717; coded for by 
A. thaliana cDNA T04371; coded for by A. thaliana cDNA 
T43789; coded 



Seq. No. 
Seq. ID 
Method 



149048 

LIB3175-020-P1-K1-E1 
BLASTN 



18897 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3892698 
175 

6.0e-94 

175 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7K2 
(ESSAII project) 

149049 

LIB3175-020-P1-K1-E10 

BLASTN 

g886427 

52 

2.0e-20 

183 

85 

A. thaliana mRNA for zeta-crystallin homologue 
149050 

LIB3175-020-P1-K1-E11 

BLASTN 

g4191771 

157 

6.0e-83 

430 

99 

Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149051 

LIB3175-020-P1-K1-E2 

BLASTX 

g267073 

373 

6.0e-36 

74 

93 

TUBULIN BETA- 2 /BETA- 3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149052 

LIB3175-020-P1-K1-E3 

BLASTN 

g4589409 

261 

1.0e-145 

337 

95 

Arabidopsis thaliana genomic 
F17P19, complete sequence 



DNA, chromosome 5, PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



149053 

LIB3175-020-P1-K1-E4 

BLASTX 

g4063749 



18898 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176 

1.0e-12 

85 
24 

(AC005851) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149054 

LIB3175-020-P1-K1-E7 

BLASTN 

g3928074 

236 

1.0e-130 

438 

100 

Arabidopsis thaliana chromosome II BAC T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


149055 


Seq. ID 


LIB3175-020-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2117612 


BLAST score 


803 


E value 


3 . 0e-86 


Match length 


143 


% identity 


100 


NCBI Description 


catalase (EC 1.11.1.6) 3 - Arabidopsis thaliana 


Seq. No. 


149056 


Seq. ID 


LIB3175-020-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4581207 


BLAST score 


488 


E value 


2.0e-49 


Match length 


93 


% identity 


1U0 


NCBI Description 


(Y17914) cyclic nucleotide and calmodulin-regulated 




channel [Arabidopsis thaliana] 


Seq. No. 


149057 


Seq. ID 


LIB3175-020-P1-K1-F10 


Method 


BLASTN 


NCBI GI 


gl086460 


BLAST score 


188 


E value 


1.0e-101 


Match length 


316 


% identity 


57 


NCBI Description 


Arabidopsis thaliana Columbia ecotype metallothione: 




(MTlc) gene, complete cds 


Seq. No. 


149058 


Seq. ID 


LIB3175-020-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g267069 


BLAST score 


669 


E value 


2.0e-70 


Match length 


124 


% identity 


100 



18899 



NCBI Description 



TUBULIN AL PHA- 2 / ALPHA- 4 CHAIN >gi__320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_l 66914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149059 

LIB3175-020-P1-K1-F12 

BLASTN 

g495728 

303 

1.0e-170 

315 
99 

Arabidopsis thaliana small Ras-like GTP-binding protein 
(Ran-1) mRNA, complete cds. >gi_2058277_emb_X97379_ATRRANl 
A. thaliana mRNA for AtRanl protein 



Seq, No. 


14 yubu 


Seq. ID 


LIB31 / D-Uz(J-Pl-Kl-F^ 


Method 


OT TV c rn V 


NCBI GI 


gzlbu^ 9o 


BLAST score 


lob 


E value 


4 . ue — 14 


Match length 


1 fi £ 


% identity 


A O 
4Z 


NCBI Description 


(D61395) gamma-VPE [Arabidopsis thaliana] 


Seq. No. 


14 yubi 


Seq. ID 


T *7 C nOH nl tv"1 rrrO 

LIBol / 0-U^U-rl~Kl-FJ 


Method 


rjT 7V O mTiT 

BLASTN 


NUdI bl 


gz4oy 4 u D 


BLAST score 


n rv 

99 


E value 


2 . 0e-4o 


Match length 


olZ 


% laenuiuy 




NCBI Description 


Arabidopsis thaliana chromosome II BAC F4P9 genomi 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


149062 


Seq. ID 


LIB3175-020-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4835233 


BLAST score 


591 


E value 


2.0e-61 


Match length 


122 


% identity 


97 


NCBI Description 


(AL0498 62) putative protein 1 photosystem II 




oxygen-evolving complex [Arabidopsis thaliana] 


Seq. No. 


149063 


Seq. ID 


LIB3175-020-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


g3869075 


BLAST score 


277 


E value 


1.0e-154 


Match length 


417 


% identity 


100 



18900 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXK3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149064 

LIB3175-020-P1-K1-F9 

BLASTX 

gll5767 

499 

8.0e-51 

95 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149065 

LIB3175-020-P1-K1-G10 

BLASTN 

g4589440 

212 

1.0e-116 

212 
100 

Arabidopsis thaliana genomic DNA, 
MSD21, complete sequence 



chromosome 3, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149066 

LIB3175-020-P1-K1-G11 

BLASTX 

g3036793 

154 

4.0e-10 

119 
36 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_3805855_emb_CAA21475_ (AL031986) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149067 

LIB3175-020-P1-K1-G2 

BLASTX 

g4585919 

143 

5.0e-09 

103 

41 

(AC007211) aSPFl protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



149068 

LIB3175-020-P1-K1-G3 

BLASTX 

g3831446 

655 



18901 



E value 
Match length 
% identity 
NCBI Description 



6.0e-69 

130 

98 

(AC005819) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidops: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149069 

LIB3175-020-P1-K1-G4 

BLASTX 

g4510430 

757 

8.0e-81 

144 

99 

(AC006929) unknown protein, 3 T partial [Arabidopsis 
thaliana] 

149070 

LIB3175-020-P1-K1-G5 

BLASTX 

g2529229 

342 

5.0e-34 

87 

85 

(AB007907) 6-phosphogluconate dehydrogenase [Glycine max] 
149071 

LIB3175-020-P1-K1-G6 

BLASTX 

gl709970 

193 

1.0e-14 

49 

84 

60S RIBOSOMAL PROTEIN L10A 
149072 

LIB3175-020-P1-K1-G9 

BLASTN 

g4519188 

20 

3.7e-01 

423 

76 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21L19, complete sequence 



149073 

LIB3175-020-P1-K1-H10 

BLASTX 

g2262167 

747 

1.0e-7 9 

142 

100 

(AC002329) cytosolic ribosomal protein S4 



[Arabidopsis 



18902 



thaliana] 



oeq . ino • 


14 9074 


Seq. ID 


LIB3175-020-P1-K1-H11 


Method 


BLASTX 


MfDT (IT 


a4056493 

U T U J vj " _/»J 


T3 T 7VQ r P eonyo 
DiinDl ooU-Lc 


4 4 0 

*1 *i U 


lli ValUc 


i np-4^ 

J. • UtS 4 J 


M^'hr'Vi 1 print* hi 


140 


t> luentiuy 


DO 




(APnn^ftQfi^ nnVnown nrnfpi n 

^ r\^f \J \J +J O Zf \J } UHJVLlVJWll pXULCl.ll 




149075 


Sea. ID 


LIB3175-020-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g543841 


BLAST score 


620 


E value 


9.0e-65 


Match length 


123 


% identity 


98 


NCBI Description 


ADP-RIBOSYLATION FACTOR 1 



>gi__322518_pir S28875 

ADP-ribosylation factor 1 - Arabidopsis thaliana >gi_166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4630747_gb_AAD26597 . 1_AC007236_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149076 

LIB3175-020-P1-K1-H2 

BLASTX 

gll2741 

550 

1.0e-56 

102 
100 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi__395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi__4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149077 

LIB3175-020-P1-K1-H3 

BLASTX 

g4006871 

417 

3.0e-41 

101 

85 

(Z99707) patatin-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



149078 

LIB3175-020-P1-K1-H5 

BLASTN 

g3128141 



18903 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



222 

1.0e-122 

322 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQD22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149079 

LIB3175-020-P1-K1-H6 

BLASTX 

g2864602 

402 

4.0e-39 

119 

67 

(Y12071) thylakoid lumen rotamase 



[Spinacia oleracea] 



149080 

LIB3175-020-P1-K1-H7 

BLASTX 

gl363489 

392 

6.0e-49 

107 

92 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592__ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

149081 

LIB3175-020-P1-K1-H8 

BLASTN 

g2264367 

389 

0.0e+00 

389 

100 

Arabidopsis thaliana BAC F6P23 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



149082 

LIB3175-020-P1-K1-H9 

BLASTX 

gl32074 

618 

1.0e-64 

112 

100 

RIBULOSE 
(RUBISCO 



BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 
SMALL SUBUNIT 1A) >gi_68063_pir_RKMUAl 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

149083 

LIB3175-021-P1-K1-A1 

BLASTX 

g!16464 



18904 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

8.0e-29 

83 
86 

CITRATE SYNTHASE, MITOCHONDRIAL PRECURSOR 

>gi_68230_pir YKMUM citrate ( si) -synthase (EC 4.1.3.7) 

precursor, mitochondrial - Arabidopsis thaliana 
>gi_2652924_emb_CAA35570_ (X17528) citrate synthetase 
[Arabidopsis thaliana] 

'149084 

LIB3175-021-P1-K1-A10 

BLASTX 

g4335750 

493 

6.0e-50 

90 
98 

(AC006284) 
thaliana] 



putative beta-1, 3-endoglucanase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149085 

LIB3175-021-P1-K1-A11 

BLASTX 

g4544399 

439 

1.0e-43 

101 

78 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149086 

LIB3175-021-P1-K1-A12 

BLASTX 

g3157931 

689 

7.0e-73 

133 

100 

(AC002131) Similar to pyrophosphate-dependent 
phosphofuctokinase beta subunit gb_Z32850 from Ricinus 
communis. ESTs gb_N65773, gb_N64925 and gb_F15232 come 
from this gene. [Arabidopsis thaliana] 

149087 

LIB3175-021-P1-K1-A3 

BLASTX 

gl865681 

651 

2.0e-68 

133 

95 

(Z83320) Related seqeunces: ATH1 genomic clone, acc. no. 
X80127; cDNA ATH1 clone, acc. no. X80126 [Arabidopsis 
thaliana] 



18905 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149088 

LIB3175-021-P1-K1-A4 

BLASTX 

g2645971 

707 

5.0e-75 

131 

100 

(AF034255) reversibly glycosylated polypeptide-3 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149089 

LIB3175-021-P1-K1-A5 

BLASTN 

g2979540 

404 

0.0e+00 

.404 
100 

Arabidopsis thaliana chromosome II BAC F17K2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149090 

LIB3175-021-P1-K1-A6 

BLASTX 

g3913410 

589 

4.0e-61 

134 

86 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME 2 (ADOMETDC 2) 
(SAMDC 2) >gi_2662406 (U80916) S-adenosyl-L-methionine 
decarboxylase [Brassica juncea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149091 

LIB3175-021-P1-K1-A7 

BLASTX 

g3892722 

309 

1.0e-28 

74 

84 

(AL033545) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149092 

LIB3175-021-P1-K1-A8 

BLASTN 

g4678371 

388 

0.0e+00 

403 . 
100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T6G15 



Seq. No. 
Seq. ID 



149093 

LIB3175-021-P1-K1-A9 



18906 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fl 



BLASTN 

g2618602 

20 

3.3e-01 

389 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone; 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149094 

LIB3175-021-P1-K1-B1 

BLASTX 

g729477 

314 

6.0e-29 

119 

55 

FE RRE DOX IN — NAD P REDUCTASE PRECURSOR (FNR) 

>gi_320548_pir A44974 ferredoxin— NADP+ reductase (EC 

1.18.1.2) precursor - common ice plant >gi_167256 (M25528) 
ferredoxin-NADP+ reductase precursor (fnrA; EC 1.6.7.1) 

[Mesembryanthemum crystallinum] >gi_226768_prf 1604475A 

ferredoxin NADP reductase [Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149095 

LIB3175-021-P1-K1-B10 
-BLASTN 
g4519191 
294 

1.0e-164 

341 
100 

Arabidopsis thaliana genomic DNA, 
K9P8, complete sequence 



chromosome 5, TAC clone: 



149096 

LIB3175-021-P1-K1-B11 

BLASTN 

g2264318 

399 

0.0e+00 

403 

100 

Arabidopsis thaliana genomic DNA, chromosome 5/ 
MUP24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149097 

LIB3175-021-P1-K1-B12 

BLASTX 

g3377844 

212 

6.0e-17 

67 

76 

(AF076274) contains similarity to DNA 

(cytosine-5-) -methyltransf erases [Arabidopsis thaliana] 



18907 



beq. No. 


1 A GflGQ 

X4 yuyo 


oeq. iu 
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Method 
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/liPfin^'^nn^ rinfaf i tto 9 Z\ £ nmf oi n 
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Seq. No. 


*i a fin no 


beq. iu 
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BLAST score 


229 


E value 
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Match, length 


41 X j 


% identity 


xuu 


NCBI Description 


Arabidopsis thaliana chromosome 




compxete bequenoe [fixauxcjopoxo 


Seq. No. 


x4 yxuu 


oeq. xjj 


T TR"31 7R-D91-P1 -Tfl -RR 
XlDJl / J U^X IrX JXX Dj 


Method 


BLASTX 


NCBI GI 


g2500130 


BLAST score 


694 


E value 


2.0e-73 


Match length 


134 



1 BAC F15K9 sequence, 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

THIOREDOXIN REDUCTASE 2 (NADPH-DEPENDENT THIOREDOXIN 

REDUCTASE 2) (NTR 2) >gi_107 6358_pir S44026 thioredoxin 

reductase (NADPH) (EC 1.6.4.5) A - Arabidopsis thaliana 
(fragment) >gi_468524__emb_CAA80655_ (Z23108) NADPH 
thioredoxin reductase [Arabidopsis thaliana] 

149101 

LIB3175-021-P1-K1-B6 

BLASTX 

g3980254 

676 

2.0e-71 

133 

100 

(AJ006053) peroxisomal membrane protein [Arabidopsis 
thaliana] >gi_4773886_gb_AAD29759. 1_AF07 6243_6 (AF076243) 
pmp22 peroxisomal membrane protein [Arabidopsis thaliana] 

149102 

LIB3175-021-P1-K1-B7 

BLASTX 

gll69476 

607 

3.0e-63 

117 

99 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) ( VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVN1) >gi_439577 (U04632) 



18908 



vitronectin-like adhesion protein [Nicotiana tabacum] 





149103 


Seq. ID 


LIB3175-021-P1-K1-B8 


Method 


BLASTX 


tNUDi \JX 
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Method 
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Sea No 


149106 
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Method 


BLASTN 


NCBI GI 
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1 4 Q1 f)7 


Seq. ID 


LIB3175-021-P1-K1-C11 


Method 


BLASTX 


iMV_,J_> X OX 


y ^ 0 jl. 0 ^1 v / 






E value 


y . ue~4 J 


Match length 


108 


% identity 


81 


NCBI Description 


(Y14044) geranylgeranyl reductase 


Seq. No. 


149108 


Seq. ID 


LIB3175-021-P1-K1-C12 


Method 


BLASTX 



- common tobacco chloroplast 



chromosome 5, PI clone 



18909 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g2828267 
239 

3.0e-20 

97 

61 

(Y14044) geranylgeranyl reductase [Arabidopsis thaliana] 
149109 

LIB3175-021-P1-K1-C2 

BLASTX 

gl362162 

579 

5.0e-60 

137 

76 

beta-glucosidase BGQ60 precursor - barley >gi_804 656 
(L41869) beta-glucosidase [Hordeum vulgare] 

149110 

LIB3175-021-P1-K1-C3 

BLASTX 

gl362162 

283 

6.0e-34 

115 

64 

beta-glucosidase BGQ60 precursor - barley >gi_804 656 
(L41869) beta-glucosidase [Hordeum vulgare] 

149111 

LIB3175-021-P1-K1-C4 

BLASTX 

g2738248 

491 

1.0e-49 

103 
90 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

149112 

LIB3175-021-P1-K1-C5 

BLASTN 

g2618602 

20 

3.5e-01 

401 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSJ1, complete sequence [Arabidopsis thaliana] 

149113 

LIB3175-021-P1-K1-C6 

BLASTX 

g4415930 

534 

1.0e-54 



18910 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



127 
80 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559389__gb_AAD23049.1_AC006526_14 (AC006526) unknown 
protein [Arabidopsis thaliana] 

149114 

LIB3175-021-P1-K1-C7 

BLASTX 

g2119846 

672 

7.0e-71 

127 
100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149115 

LIB3175-021-P1-K1-C8 

BLASTX 

gl345592 

681 

6.0e-72 

136 
100 

14-3-3-LIKE PROTEIN GF14 EPSILON >gi_1022778 (U36446) GF14 
epsilon isoform [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149116 

LIB3175-021-P1-K1-C9 

BLASTX 

g3927831 

720 

2.0e-76 

136 

67 

(AC005727) similar to mouse ankyrin 3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149117 

LIB3175-021-P1-K1-D1 

BLASTN 

g4097949 

322 

0.0e+00 

357 

100 

Arabidopsis thaliana plant IF-like protein mRNA, complete 
cds 



Seq. No. 
Seq. ID 



149118 

LIB3175-021-P1-K1-D10 



18911 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl335862 

532 

2.0e-54 

133 

78 

(U42608) 



clathrin heavy chain [Glycine max] 



149119 

LIB3175-021-P1-K1-D12 

BLASTX 

g4741952 

630 

6.0e-66 

118 

75 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 

149120 * 

LIB3175-021-P1-K1-D2 

BLASTX 

g4583542 

331 

7.0e-31 

130 

60 

(Y16847) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis thaliana] 



Seq, No, 


149121 


Seq, ID 


LIB3175-021-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g!170159 


BLAST score 


326 


E value 


3.0e-30 


Match length 


66 


% identity 


100 


NCBI Description 


HI STONE H2B 


Seq. No. 


149122 


Seq. ID 


LIB3175-021-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl931639 


BLAST score 


244 


E value 


1.0e-20 


Match length 


106 


% identity 


43 


NCBI Description 


(U95973) lysophospholipase 


Seq. No. 


149123 


Seq. ID 


LIB3175-021-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3319349 


BLAST score 


646 


E value 


7.0e-68 


Match length 


126 


% identity 


100 



18912 



NCBI Description 



(AF077407) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149124 

LIB3175-021-P1-K1-D6 

BLASTX 

gll69277 

460 

5.0e-46 

106 

87 

DEHYDRIN ERD10 (LOW-TEMPERATURE -INDUCED PROTEIN LTI45) 

>gi_2129638_pir S60480 low temperature-induced protein 

lit29 - Arabidopsis thaliana >gi_556472_dbj_BAA04568_ 
(D17714) ERD10 protein [Arabidopsis thaliana] 
>gi_975648_emb_CAA62448_ (X90958) lti29 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149125 

LIB3175-021-P1-K1-D8 

BLASTX 

g2501102 

585 

1.0e-60 

119 

100 

SYNTAXIN-RELATED PROTEIN KNOLLE >gi_1184165 (U39451) 
syntaxin-related [Arabidopsis thaliana] >gi_1184167 
(U39452) syntaxin-related [Arabidopsis thaliana] 
>gi_3063443 (AC003981) F22013.4 [Arabidopsis thaliana] 

>gi_1587182j?rf 2206310A syntaxin-related protein 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149126 

LIB3175-021-P1-K1-E1 

BLASTN 

g704396 

373 

0.0e+00 

412 

98 

Arabidopsis thaliana cystathionine beta-lyase mRNA, 
complete cds 

149127 

LIB3175-021-P1-K1-E10 

BLASTX 

gl345595 

598 

3.0e-62 

122 

100 

14-3-3-LIKE PROTEIN GF14 LAMBDA (14-3-3-LIKE PROTEIN AFT1) 

>gi_1084332_pir S53727 14-3-3-like protein (ATF1) - 

Arabidopsis thaliana >gi_953221 (U02565) 14-3-3-like 
protein 1 [Arabidopsis thaliana] >gi_154 9404 (U68545) GF14 
lambda [Arabidopsis thaliana] 



18913 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



149128 

LIB3175-021-P1-K1-E12 

BLASTX 

g2244837 

507 

1.0e-51 

100 
100 

(Z97337) proteasome chain protein [Arabidopsis thaliana] 
>gi_2511572_emb_CAA73618.1_ (Y13175) multicatalytic 
endopeptidase [Arabidopsis thaliana] >gi_3421114 (AF043535) 
20S proteasome beta subunit PBD2 [Arabidopsis thaliana] 



Seq. No. 




Seq. ID 


LIB3175-021-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g46 78332 


BLAST score 


430 


E value 


2.0e-42 


Match length 


135 


% identity 


66 


NCBI Description 


(AL049658) putative peptide 




thaliana] 


Seq. No. 


149130 


Seq. ID 


LIB3175-021-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


gl009234 


BLAST score 


591 


E value 


3.0e-64 


Match length 


135 


% identity 


93 


NCBI Description 


(L38829) SUP2 gene product 


Seq. No. 


149131 


Seq. ID 


LIB3175-021-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3096935 


BLAST score 


221 


E value 


5.0e-18 


Match length 


85 


% identity 


51 


NCBI Description 


(AL023094) putative protein 


Seq. No. 


149132 


Seq. ID 


LIB3175-021-P1-K1-E6 


Method 


BLASTN 


NCBI GI 


g2739359 


BLAST score 


404 


E value 


0.0e+00 


Match length 


404 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromo 




sequence, complete sequence 


Seq. No. 


149133 


Seq. ID 


LIB3175-021-P1-K1-E7 



18914 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3482979 

457 

1.0e-45 

85 
100 

(AL031369) putative protein [Arabidopsis thaliana] 
>gi_4567258_gb_AAD23672.1_AC007070_21 (AC007070) 
hypothetical protein [Arabidopsis thaliana] 

149134 

LIB3175-021-P1-K1-E8 

BLASTX 

gl31336 

339 

7.0e-32 

73 

93 

PHOTOSYSTEM II 10 KD PHOSPHOPROTEIN >gi_72715_pir F2NT0P 

photosystem II phosphoprotein psbH - common tobacco 
chloroplast >gi_11857_emb_CAA77374_ (Z00044) PSII lOkD 
phosphoprotein [Nicotiana tabacum] 

>gi_225225_prf 1211235BG photosystem II lOkD 

phosphoprotein [Nicotiana tabacum] 

149135 

LIB3175-021-P1-K1-E9 

BLASTX 

g2275196 

629 

7.0e-66 

122 

100 

(AC002337) water stress-induced protein, WSI7 6 isolog 
[Arabidopsis thaliana] >gi_4630746_gb_AAD26596.1_AC007236_ 
(AC007236) water stress-induced protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149136 

LIB3175-021-P1-K1-F1 

BLASTX 

g!177320 

197 

3.0e-15 

84 

48 

(X89891) 
sativa] 



EFA27 for EF hand, abscisic acid, 27kD [Oryza 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



149137 

LIB3175-021-P1-K1-F10 

BLASTX 

gl32110 

598 

3.0e-62 

111 

99 



18915 



NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

149138 

LIB3175-021-P1-K1-F11 

BLASTX 4^ r \ 

g2979544 

587 

6.0e-61 

110 
100 

(AC003680) putative cytochrome P-450 [Arabidopsis thaliana] 
149139 

LIB3175-021-P1-K1-F2 

BLASTX 

gl346106 

589 

4.0e-61 

128 
89 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT >gi_557 694 
(U12232) GTP binding protein beta subunit [Arabidopsis 
thaliana] >gi_3096915_emb_CAA18825 . 1_ (AL023094) GTP 
binding protein beta subunit [Arabidopsis thaliana] 

149140 

LIB3175-021-P1-K1-F3 

BLASTX 

g3335333 

488 

3.0e-49 

124 

82 

(AC004512) Similar to chloroplast membrane-associated 30KD 
protein precursor (IM30) gb_M73744 from Pisum sativum. 
ESTs gb_N37557, gb_W43887 and gb_AA042479 come from this 
gene. [Arabidopsis thaliana] 

149141 

LIB3175-021-P1-K1-F4 

BLASTX 

g3201613 

415 

9.0e-41 

78 

100 

(AC004669) glutathione S-transf erase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



149142 

LIB3175-021-P1-K1-F5 

BLASTX 

g3183088 



18916 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 

214 

3.0e-17 

68 

54 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14-9143 

LIB3175-021-P1-K1-F6 

BLASTX 

gl66834 

521 

3.0e-53 

116 

90 

(M86720) 
activase 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642155 (AC003000) 



Rubisco activase [Arabidopsis thaliana] 



Seq. No. 


1 A Q1 A A 
14 y 14 4 


beq. lu 


T TP*^1 7 ^ — 091 - 
LiJ-D Jl /O U<Cl 


jyietnou 


DlirlO 1 A 


NCBI GI 


g4741940 


BLAST score 


567 


E value 


1 . Ue-bo 


Match length 


103 


% identity 


66 


NCBI Description 


(AF1J41/U) 


Seq. No. 


149145 


Seq. ID 


LIB3175-021 


Method 


BLASTX 


NCBI GI 


g2827627 


BLAST score 


538 


E value 


3.0e-55 


Match length 


101 


% identity 


100 


NCBI Description 


(AL021636) 


Seq. No. 


149146 


Seq. ID 


LIB3175-021 


Method 


BLASTN 


NCBI GI 


g4262221 


BLAST score 


323 


E value 


0.0e+00 


Match length 


323 


% identity 


100 


NCBI Description 


Arabidopsis 




sequence, c 


Seq. No. 


149147 


Seq. ID 


LIB3175-021 


Method 


BLASTX 


NCBI GI 


g4688596 


BLAST score 


486 



Lhca2 protein [Arabidopsis thaliana] 



-F8 



021-P1-K1-F9 



sequence [Arabidopsis thaliana] 



18917 



E value 
Match length 
% identity 
NCBI Description 



4.0e-4 9 

90 

100 

(AJ005682) inositol 1, 4 , 5-trisphosphate 5-phosphatase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149148 

LIB3175-021-P1-K1-G10 

BLASTN 

g2264308 

204 

l.Oe-lll 

404 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIK22, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149149 

LIB3175-021-P1-K1-G2 

BLASTX 

g4580460 

531 

2.0e-54 

122 

86 

(AC006081) putative 26S Protease Subunit 4 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149150 

LIB3175-021-P1-K1-G3 

BLASTN 

g3582315 

241 

1.0e-133 

338 

94 

Arabidopsis thaliana chromosome II BAC T27A16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


149151 


Seq. ID 


LIB3175-021-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g549893 


BLAST score 


193 


E value 


8.0e-15 


Match length 


37 


% identity 


100 


NCBI Description 


(U09342) homeobox protein 


Seq. No. 


149152 


Seq. ID 


LIB3175-021-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2459424 


BLAST score 


687 


E value 


1.0e-72 


Match length 


135 


% identity 


100 



18918 



NCBI "Description (AC002332) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149153 

LIB3175-021-P1-K1-G6 

BLASTX 

g4538943 

496 

3.0e-50 

122 

78 

(AL049483) putative beta-galactosidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149154 

LIB3175-021-P1-K1-G7 

BLASTX 

gl402906 

402 

2.0e-53 

127 

87 

(X98314) peroxidase [Arabidopsis thaliana] 
>gi_4468977_emb_CAB38291__ (AL035605) peroxidase, prxr2 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149155 

LIB3175-021-P1-K1-G8 

BLASTX 

g3953473 

545 

4.0e-56 

110 

100 

(AC002328) F2202.18 



[Arabidopsis thaliana] 



149156 

LIB3175-021-P1-K1-H1 

BLASTX 

g4490732 

358 

4.0e-34 

90 
78 

(AL035709) phosphoenolpyruvate carboxykinase 
protein [Arabidopsis thaliana] 



(ATP) -like 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149157 

LIB3175-021-P1-K1-H10 

BLASTX 

g4585882 

442 

6.0e-44 

86 

99 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



18919 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



149158 

LIB3175-021-P1-K1-H11 

BLASTX 

gl34976 

681 

6.0e-72 

131 

98 

GLUCOSE TRANSPORTER (SUGAR CARRIER) >gi_81619_pir S12042 

glucose transport protein STP1 - Arabidopsis thaliana 
>gi_16520_emb_CAA39037_ (X55350) glucose transporter 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149159 

LIB3175-021-P1-K1-H12 

BLASTX 

g4539307 

294 

1.0e-26 

120 

53 

(AL049480) putative acidic ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149160 

LIB3175-021-P1-K1-H2 

BLASTX 

gl628583 

351 

2.0e-33 

72 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149161 

LIB3175-021-P1-K1-H3 

BLASTX 

g3941543 

345 

1.0e-32 

68 

100 

(AF069497) pelota [Arabidopsis thaliana] 
>gi_44 69016__emb__CAB38277_ (AL035602) pelota 
[Arabidopsis thaliana] 



(PEL1) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149162 

LIB3175-021-P1-K1-H5 

BLASTN 

gl6519 

66 

9.0e-29 

66 

100 

A. thaliana STP1 mRNA for glucose transporter 



18920 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149163 

LIB3175-021-P1-K1-H6 

BLASTX 

g267079 

646 

7.0e-68 

118 

100 

TUBULIN BETA- 6 CHAIN >gi_320187_pir JQ1590 tubulin beta-6 

chain - Arabidopsis thaliana >gi_166904 (M84703) beta-6 
tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149164 

LIB3175-021-P1-K1-H7 

BLASTX 

g2244750 

685 

2.0e-72 

134 

100 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

149165 

LIB3175-021-P1-K1-H8 

BLASTX 

g!732570 

732 

6.0e-78 

132 

100 

(U72153) beta-glucosidase [Arabidopsis thaliana] 
149166 

LIB3175-021-P1-K1-H9 

BLASTX 

g2244772 

698 

6.0e-74 

125 

100 

(Z97335) transport protein [Arabidopsis thaliana] 
149167 

LIB3175-022-P1-K1-A1 

BLASTN 

g3059018 

260 

1.0e-144 

298 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F1C12 
(ESSAII project) 



Seq. No. 



149168 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-022-P1-K1-A10 

BLASTX 

gl363488 

481 

2.0e-48 

94 

100 

IAA8 protein - Arabidopsis thaliana >gi_972919 (U18410) 
IAA8 [Arabidopsis thaliana] >gi_4314364_gb_AAD15575_ 
(AC006340) auxin-induced IAA8 protein [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149169 

LIB3175-022-P1-K1-A11 

BLASTX 

gll72658 

166 

8.0e-12 

35 

97 

PHOTOSYSTEM I P700 CHLOROPHYLL A APOPROTEIN A2 
>gi_1262705__dbj_BAA04420.1_ (D17510) PSI P700 apoprotein A2 
[Pinus thunbergii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149170 

LIB3175-022-P1-K1-A2 

BLASTN 

g3738275 

347 

0.0e+00 

403 

98 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence , complete sequence [Arabidopsis thaliana] 



Seq. No. 


149171 


Seq. ID 


LIB3175-022 


Method 


BLASTX 


NCBI GI 


g2213607 


BLAST score 


475 


E value 


9.0e-48 


Match length 


92 


% identity 


67 


NCBI Description 


(AC000103) 


Seq. No. 


149172 


Seq. ID 


LIB3175-022 


Method 


BLASTX 


NCBI GI 


g4191796 


BLAST score 


231 


E value 


4.0e-19 . 


Match length 


65 


% identity 


60 


NCBI Description 


(AC005917) 



F21J9.1 [Arabidopsis thaliana] 



[Arabidopsis thaliana] 



Seq. No. 



149173 



18922 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-022-P1-K1-A8 

BLASTX 

g4105798 

378 

2.0e-36 

82 

71 

(AF049930) 



PGP237-11 [Petunia x hybrida] 



149174 

LIB3175-022-P1-K1-B11 

BLASTX 

gl345595 

638 

7.0e-67 

130 

100 

14-3-3-LIKE PROTEIN GF14 LAMBDA (14-3-3-LIKE PROTEIN AFT1) 

>gi_1084332_pir S53727 14-3-3-like protein (ATF1) - 

Arabidopsis thaliana >gi_953221 (U02565) 14-3-3-like - 
protein 1 [Arabidopsis thaliana] >gi_1549404 (U68545) GF14 
lambda [Arabidopsis thaliana] 

149175 

LIB3175-022-P1-K1-B2 

BLASTX 

g498038 

474 

1.0e-47 

143 

57 

(L33792) lipid transfer protein [Senecio odorus] 
149176 

LIB3175-022-P1-K1-B3 

BLASTX 

g2651314 

384 

4.0e-37 

110 

70 

(AC002336) putative ribosomal protein S26 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149177 

LIB3175-022-P1-K1-B4 

BLASTX 

g2500082 

600 

2.0e-62 

120 

97 

PHOTOSYSTEM Q(B) PROTEIN' (32 KD THYLAKOID MEMBRANE PROTEIN) 
(PHOTOSYSTEM II PROTEIN Dl) >gi_98 4 7 35_emb_CAA56907_ 
(X80932) photosystem II Dl protein [Vigna unguiculata] 



Seq. No. 



149178 



18923 



€1 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3175-022-P1-K1-B5 

BLASTX 

gl710780 

430 

1.0e-42 

116 
72 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA65433_ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



149179 

LIB3175-022-P1-K1-B6 

BLAST N 

g2618605 

295 

1.0e-165 

418 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUK11, complete sequence [Arabidopsis thaliana] 



PI clone: 



149180 

LIB3175-022-P1-K1-B8 

BLASTN 

g!402874 

181 

3.0e-97 

324 
97 

A. thaliana 81kb genomic sequence 
149181 

LIB3175-022-P1-K1-B9 

BLASTN 

g3510336 

384 

0.0e+00 

416 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
K18J17, complete sequence [Arabidopsis thaliana] 



clone 



149182 

LIB3175-022-P1-K1-C1 

BLASTN 

g3702728 

260 

1.0e-144 

397 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19M13, complete sequence [Arabidopsis thaliana] 

149183 

LIB3175-022-P1-K1-C10 
BLASTX 



18924 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2864617 
432 

1.0e-42 

112 

79 

(AL021811) H+-transporting ATP synthase chain9 
protein [Arabidopsis thaliana] 



- like 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



149184 

LIB3175-022-P1-K1-C11 

BLASTX 

g!486472 

453 

3.0e-45 

103 

86 

(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] 

149185 

LIB3175-022-P1-K1-C12 

BLASTN 

g4589414 

50 

3.0e-19 

224 
84 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
K14B15, complete sequence 

149186 

LIB3175-022-P1-K1-C2 

BLASTN 

g2760169 

379 

0.0e+00 

421 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFB13, complete sequence [Arabidopsis thaliana] 

149187 

LIB3175-022-P1-K1-C3 

BLASTN 

g4589412 

174 

5.0e-93 

420 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F6N7, complete sequence 

149188 

LIB3175-022-P1-K1-C4 

BLASTX 

g4651202 

169 
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E value 


/ . ue-iz 


Match length 


yy 


% identity 


o c 
OO 


NCBI Description 




Seq. No. 


14 y io y 


oeq. lu 


t tr^i m_n99-Pi -pel - 


Method 


J3 J_Lrt.O 1 A 


NCBI GI 


g3935181 


BLAST score 


721 


E value 


i * ue — / d 


Match length 




% identity 


1UU 


JMCrJi uescription 




Seq. No. 


14 y i y u 


oeq. iu 


T TR^I 7R-099-P1 -Kl 


Method 


DlxrlO I LN 


NOdI bl 




BLAST score 


320 


E value 


1.0e-180 


Match length 


4 Uz 


% identity 


yo 


NCBI Description 


Arabidopsis thali 




sequence ^ coiupicL 


Seq. No. 


14 yiyi 


Seq. ID 


LIB3175-022-P1-K1 


Method 


BLASTX 


NCBI GI 


gll69598 


BLAST score 


417 


E value 


5.0e-41 



Match length 

% identity 

NCBI Description 



89 
87 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



149192 

LIB3175-022-P1-K1-C9 

BLASTX 

gll69201 

527 

7.0e-54 

130 

84 

DNA- DAMAGE-REPAIR/TOLERATION PROTEIN DRT112 PRECURSOR 

>gi_421830j?ir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 

149193 

LIB3175-022-P1-K1-D12 

BLASTX 

g4455248 

278 

1.0e-24 
65 



18926 



€1 



% identity 




Nutsi Description 


( at ni.£\t : \0'^\ arui nar-ri £>t— i -1 v-p nrotpin r Arabidorjsis thai 


Seq. No. 




beq. id 


T 7R- fi99 — P1 —PCI —04 


Method 


bliAbl A 


NCBI GI 


g2213610 


BLAST score 


271 


E value 


/ . ue*~z4 


Match length 


llo 


% identity 


49 


NCBI Description 


/ apnnni 0^ \ IP91 .tQ A rarsh-i Hnnqi t"hal i anal 


Seq. No. 


14 9i9o 


beq. id 


T TP^1 7R- H99 — Pi —PCI —OS 


Mernoci 


JBlirib 1 A 


NCBI GI 


gl732411 


BLAST score 


68 


E value 


/ . ue-io 


Match length 


14U 


% identity 


z4 


NCbi Description 


f T7/1 7 QO /I ^ -i o*nonf n Ha go T 1 T W nmn q^ni pncl 


Seq. No. 


14 yiyo 


Seq. ID 


LIdjI / D"U^i rl JM UO 


Method 


BLASTN 


NCBI GI 


_0 CCOC1 1 


BLAST score 


291 


E value 


1.0e-163 


Match length 


301 


% identity 


99 


NCBI Description 


Arabidopsis thaliana rnRNA for proton pump interactor, 




partial 


Seq. No. 


i49iy / 


t>eq. id 


T,TR?1 7S-D99-P1 -Kl -D7 


Method 


BLASTX 


NCBI GI 


gl31289 


BLAST score 


749 


E value 


7.0e-80 


Match length 


141 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

PH0T0SYSTEM II 44 KD REACTION CENTRE PROTEIN (P6 PROTEIN) 

(CP43) >gi_72709_pir F2NT44 photosystem II chlorophyll 

a-binding protein psbC - common tobacco chloroplast 

>gi_225285_prf 1211235W photosystem II 44kD protein 

[Nicotiana tabacum] 

149198 

LIB3175-022-P1-K1-D8 

BLASTN 

gll07500 

379 

0.0e+00 

383 

100 

A. thaliana mRNA for unknown protein (clone YAP037) 



18927 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14 9199 

LIB3175-022-P1-K1-D9 

BLASTN 

g2182287 

265 

1.0e-147 

383 

99 

Genomic sequence for Arabidopsis thaliana BAC T7N9, 
complete sequence [Arabidopsis thaliana] 

149200 

LIB3175-022-P1-K1-E10 

BLASTX 

g!399273 

702 

2.0e-74 

140 

72 

(U31834) calmodulin-domain protein kinase CDPK isoform 5 
[Arabidopsis thaliana] >gi_3080419__emb_CAA18738 . 1_ 
(AL022604) calmodulin-domain protein kinase CDPK isoform 5 
(CPK5) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149201 

LIB3175-022-P1-K1-E12 

BLASTX 

g3695412 

691 

4.0e-73 

139 

100 

(AF096373) contains similarity to group 
transferases (Pfam: PF00534, E-2.1e-ll) 
thaliana] 



1 glycosyl 
[Arabidopsis 



Seq. No. 


149202 


Seq. ID 


LIB3175-022- 


Method 


BLASTX 


NCBI GI 


g3695023 


BLAST score 


319 


E value 


2.0e-29 


Match length 


113 


% identity 


54 


NCBI Description 


(AF055850) i 


Seq. No. 


149203 


Seq. ID 


LIB3175-022 


Method 


BLASTN 


NCBI GI 


g2618720 


BLAST score 


319 


E value 


1.0e-179 


Match length 


340 


% identity 


100 


NCBI Description 


Arabidopsis 



-K1-E3 



unknown [Arabidopsis thaliana] 



■P1-K1-E4 



iaRNA, 



complete cds 



18928 





149204 


beq. iu 


T.TFm 7S-0??-Pl-Kl-E6 

JjlDjl / «J \J C J. L\J- J—i \J 


Method 


BLASTN 


NCBI GI 


g3319339 




•j *± 


Hi vaiue 




Marcn -Lengun 


1 


IS lUcilLlLy 


96 


iNurSi ue script, ion 


Z\rahiHnn«;i i"h^1i^n^ RAP F9D12 


oc^ . LMU • 


149205 


oeq. iu 


T.TFm 7 R-ft^-Pl -K1 -E7 


Method 


BLASTN 


NCBI GI 


g443696 


jdJjHoi score 


Z. J T 


E value 


1 fio-1 41 
X . Uc Xft J. 


Match length 




? lasnLiuy 


i no 


NLbi Description 


S raVM' H /-\t^ oto f Vial i ana tyiT? W2X f nr 
nldJjXUOUolo LIla.-L-Ld.ila. H.LT\i.N J ri. 1U1 


oeq. JNO. 




oeq. ±u 


T.TR^I 7 S-099-P1 -K1-E8 




BLASTX 


NCBI GI 


g2501056 


BLAST score 


731 


E value 


8.0e-78 


Match length 


140 


% identity 


100 


NCBI Description 


SERYL-TRNA SYNTHETASE (SERINE- 



>gi_2129737_pir S71293 seryl-tRNA 

thaliana >giJL359497_emb_CAA94388_ 
Synthetase [Arabidopsis thaliana] 



^ LIGASE) (SERRS) 
synthetase - Arabidopsis 
(Z70313) seryl-tRNA 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



149207 

LIB3175-022-P1-K1-E9 

BLASTX 

g2119846 

693 

2.0e-73 

130 

100 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

149208 

LIB3175-022-P1-K1-F1 

BLASTX 

g4056456 

281 

5.0e-25 
56 



18929 



% identity 100 

NCBI Description (AC005990) Strong similarity to gb_U20808 auxin-induced 

protein from Vigna radiata and a member of the zinc-binding 
dehydrogenase family PF_00107. ESTs gb_T43674, gb_H77006 
and gb AA395179 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149209 

LIB3175-022-P1-K1-F10 

BLASTX 

g2342687 

544 

7.0e-56 

108 

99 

(AC000106) Similar to Beta integral membrane protein 
(gb_U43629) . EST gb_W43122 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149210 

LIB3175-022-P1-K1-F11 

BLASTX 

gll5783 

601 

1.0e-62 

113 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb__CAA2754 3_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149211 

LIB3175-022-P1-K1-F12 

BLASTX 

gl737218 

365 

7.0e-35 

69 

100 

(U79959) vacuolar sorting receptor homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



149212 

LIB3175-022-P1-K1-F2 

BLASTX 

g4580393 

257 

3.0e-22 

99 

55 

(AC007171) hypothetical protein [Arabidopsis thaliana] 
149213 

LIB3175-022-P1-K1-F3 

BLASTX 

gl40299 

349 



18930 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-33 

142 
55 

CYTOCHROME C BIOGENESIS PROTEIN CCSA >gi_82213_pir A05213 

hypothetical protein 313 - common tobacco chloroplast 
>gi_1223666_emb_CAA77395_ (Z00044) c-type cytochrome 
synthesis protein [Nicotiana tabacum] 

>gi_225254_prf 1211235CN ORF 313 [Nicotiana tabacum] 

149214 

LIB3175-022-P1-K1-F4 

BLASTX 

g4586256 

596 

6.0e-62 

136 

87 

(AL049640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149215 

LIB3175-022-P1-K1-F6 

BLASTX 

g!575752 

504 

3.0e-51 

126 

75 

(U70672) glutathione S-transf erase 



[Arabidopsis thaliana] 



149216 

LIB3175-022-P1-K1-F7 

BLASTX 

gl657621 

720 

2.0e-76 

140 

100 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF04 9236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 

149217 

LIB3175-022-P1-K1-F8 

BLASTX 

g2129932 

549 

2.0e-56 

99 

97 

myb-related transcription factor TMH1 - tomato 
>gi__1167486_emb_CAA64615_ (X95297) transcription factor 
[Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



149218 

LIB3175-022-P1-K1-F9 

BLASTN 

g556473 



18931 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



318 

1.0e-179 

408 

99 

Arabidopsis thaliana mRNA for ERD14 protein, complete cds 
149219 

LIB3175-022-P1-K1-G1 

BLASTX 

g267069 

558 

2.0e-57 

103 

100 

TUBULIN ALPHA- 2 / ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

149220 

LIB3175-022-P1-K1-G10 

BLASTX 

g4056482 

569 

7.0e-59 
126 

(AC005896) putative ABC transporter [Arabidopsis thaliana] 
149221 

LIB3175-022-P1-K1-G12 

BLASTN 

g2914688 

319 

1.0e-179 

405 

67 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149222 

LIB3175-022-P1-K1-G2 

BLASTN 

g2182287 

422 

0.0e+00 

422 

100 

Genomic sequence for Arabidopsis thaliana BAC T7N9, 
complete sequence [Arabidopsis thaliana] 

149223 

LIB3175-022-P1-K1-G4 

BLASTX 

g4033349 

384 

3.0e-37 



18932 



Ma j~ fY) 1 on itt" "h 
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INL^IjX iJS b Ox XptXUIl 










1 d Q994 
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DJjfliJ J. IN 


IN V_,J_> _L Ol 


n^SI OSS 


BLAST score 


196 


E value 


1.0e-106 


Ma f 1 on rr - ) - n 


41 S 


9- -J fjonf -! 4- w 

o xLnsnuxLy 
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oeq. jno • 


1 4 Q99 R 




LtlDjl / <J \J J. J. IvX XIX 




JDJ-irlO 1 A 


NCBI GI 


g4218535 


BLAST score 


408 


E value 


o * ue *i u 


jxiaxcn lenyuii 


1 OR 


Q- T i^J -r"i 4" T T * 

^ laeni-iizy 


DO 


lNk^-DX UcbUIiptlUIl 


V-riU UlUOi!/j Ol\riTj X LJX ULclil [ 1I1L X w LULL • J 


oeq. wo. 




beq. ID 


Libol / 0— UZ^-Jrl— rxX-nlU 




rjXirlD 1 IN 




yj*±*± _/ ^ x <i. 


BLAST score 


414 


E value 


0.0e+00 


Match length 


414 


% identity 


35 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



K16L22, complete sequence 



5, TAC 

[Arabidopsis thaliana] 



clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149227 

LIB3175-022-P1-K1-H12 

BLASTN 

g3492855 

47 

3.0e-17 

253 

90 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence [Arabidopsis thaliana] 



149228 

LIB3175-022-P1-K1-H2 

BLASTX 

g2108252 

668 

2.0e-70 

139 

62 

(Y10228) P-glycoprotein-2 



[Arabidopsis thaliana] 
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CI 



>gi_2108254_emb_CAA71276_ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4538 925_emb_CAB39661 . 1_ 
(AL049483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 



Seq. No. 


149229 


beg. iu 


T TI3*31 7R— D99— D1 — -UR 
JjIdoX / J Ui^ Jr 1 JaI rl J 


Metnod 


rsliAo 1 A 


NCBI GI 


gzot>y / 14 


jDjji\o J. score 




E value 


O A „ /I c 

^ . ue-4 b 


Match lengtn 


1 HQ 


% identity 


Q R 


iNwoj. uescripLioii 


/ 7Q71 "7Q ^ o] Anrraf i nn f ar>fnr 


Seq. No, 


149230 


Seq. ID 


LIB3175-022-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl351272 


BLAST score 


562 


E value 


5.0e-58 


Match length 


130 


% identity 


86 


NCBI Description 


TRI0SEPH0SPHATE ISOMERASE, 



2 [Beta vulgaris] 



CYT0S0LIC (TIM) >gi_414550 
(U0294 9) cytosolic triose phosphate isomerase [Arabidopsis 

thaliana] >gi_742408_prf 2009415A triose phosphate 

isomerase [Arabidopsis thaliana] 



Seq. No. 


149231 


Seq. ID 


LIB3175-022-P1-K1-H7 


Method 


BLASTN 


NCBI GI 


g4455262 


BLAST score 


252 


E value 


1.0e-139 


Match length 


421 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone 




(ESSAII project) 


Seq. No. 


149232 


Seq. ID 


LIB3175-022-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4510345 


BLAST score 


412 


E value 


2.0e-40 


Match length 


77 


% identity 


100 


NCBI Description 


(AC006921) unknown protein [Arabidopsis thaliana] 


Seq. No, 


149233 


Seq. ID 


LIB3175-024-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g3510342 


BLAST score 


379 


E value 


0.0e+00 


Match length 


401 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 



F17L22 



clone : 



18934 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MGN6, complete sequence [Arabidopsis thaliana] 



149234 

LIB3175-024-P1-K1-A10 

BLASTN 

g4756963 

316 

1.0e-178 

376 

95 

Arabidopsis thaliana DNA 
(ESSA project) 



chromosome 4, BAC clone F10M23 



149235 

LIB3175-024-P1-K1-A11 

BLASTN 

g3128143 

149 

2.0e-78 

236 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTI20 f complete sequence [Arabidopsis thaliana] 



149236 

LIB3175-024-P1-K1-A3 

BLASTX 

gl864017 

562 

5.0e-58 

108 

99 

(D63396) elongation factor-1 alpha 



PI clone 



[Nicotiana tabacum] 



Seq. No. 
Seq. ID 



149237 

LIB3175-024-P1-K1-A4 

BLASTX 

g3582335 

780 

2.0e-83 

146 

98 

(AC0054 96) unknown protein [Arabidopsis thaliana] 
149238 

LIB3175-024-P1-K1-A6 

BLASTN 

g4756963 

234 

1.0e-129 

361 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 

149239 

LIB3175-024-P1-K1-A7 



18935 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2245125 

253 

1.0e-21 

57 

79 

(Z97343) 



hypothetical protein [Arabidopsis thaliana] 



149240 

LIB3175-024-P1-K1-A8 

BLASTX 

gll3512 

224 

2.0e-18 

54 

72 

FLORAL HOMEOTIC PROTEIN AGL2 >gi_81610_pir B39534 floral 

homeotic protein AGL2 - Arabidopsis thaliana >gi_166591 
(M55551) transcription factor [Arabidopsis thaliana] 

149241 

LIB3175-024-P1-K1-A9 

BLASTX 

g544424 

311 

9.0e-39 

83 

99 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_4 19755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_emb_CAA7 8711_ (Z14987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 

149242 

LIB3175-024-P1-K1-B1 

BLASTX 

gl35467 

576 

8.0e-60 

114 

98 

TUBULIN BETA- 4 CHAIN >gi_2129546_pir S68122 beta-tubulin 4 

- Arabidopsis thaliana >gi_166640 (M21415) beta-tubulin 
[Arabidopsis thaliana] 

149243 

LIB3175-024-P1-K1-B10 

BLASTX 

g282865 

541 

1.0e-55 

110 

68 

chlorophyll a/b-binding protein - Arabidopsis thaliana 



18936 



>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_467 8304_emb_CAB41095.1__ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 


1 A fi O A A 

14 9244 


Seq. ID 


LIB317D-024-P1-K1-B11 


Method 


BLASTN 


NCBI GI 


g4 4 oyui)2 


BLAST score 


129 


E value 


2 . Oe-66 


Match length 


Q1 Q 


% identity 


y / 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4 




(ESSA project) 


Seq. No. 


149245 


Seq. ID 


LIB317 5-024 -P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2979544 


BLAST score 


511 


E value 


5.0e-52 


Match length 


99 


% identity 


98 


NCBI Description 


(AC003680) putative cytochrome P-450 


Seq. No. 


149246 


Seq. ID 


LIB3175-024-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g4512712 


BLAST score 


345 


E value 


2 . ue-32 


Match length 


o o 

92 


identity 




NCBI Description 


(AC006569) unknown protein [Arabidops 


Seq. No. 


149247 


Seq. ID 


LIB3175-024-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


gll2741 


BLAST score 


713 


E value 


1.0e-75 


Match length 


137 


% identity 


98 


NCBI Description 


2S SEED STORAGE PROTEIN 3 PRECURSOR ( 



BAC clone T29A15 



PROTEIN) >gi_68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb__CAA808 68__ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) MJMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



149248 

LIB3175-024-P1-K1-B4 

BLASTN 

g2828183 



18937 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



157 

7.0e-83 

459 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPL12, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149249 

LIB3175-024-P1-K1-B5 

BLASTX 

gl709794 

504 

3.0e-51 

113 

88 

26S PROTEASOME REGULATORY SUBUNIT S5A (MULTIUBIQUITIN CHAIN 
BINDING PROTEIN) >gi_1165206 (U33269) MBP1 [Arabidopsis 
thaliana] >gi_44 67150_emb_CAB37519_ (AL035540) 
multiubiquitin chain binding protein (MBP1) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149250 

LIB3175-024-P1-K1-B7 

BLASTN 

g4455290 

176 

3.0e-94 

355 

88 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F18A5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149251 

LIB3175-024-P1-K1-B8 

BLASTN 

g3522932 

229 

1.0e-126 

328 

93 

Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149252 

LIB3175-024-P1-K1-B9 

BLASTX 

g!755162 

647 

4.0e-69 

145 

94 

(U75192) germin-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



149253 

LIB3175-024-P1-K1-C1 

BLASTX 

g549056 



18938 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 



321 

1.0e-29 

87 
74 

T-COMPLEX PROTEIN 1, BETA SUBUNIT (TCP-1-BETA) (CCT-BETA) 

>gi_631651_pir S43059 CCT (chaperonin containing TCP-1) 

beta chain - mouse >gi_468546_emb_CAA83428_ (Z31553) CCT 
(chaperonin containing TCP-1) beta subunit [Mus musculus] 



oeq. djo. 




Seq. ID 


T TD01 TC AO ^ Til T^T /*\ 

LIBol /b-Uz4-Pl-Kl-Cl(J 


Method 


BLASTN 




gzo o4 uou 


Diiiio l score 


zoo 


E value 


1.0e-159 


Match length 


328 


-6 identity 


y o 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MUA22 f complete sequence [Arabidopsis thaliana] 


Seq. No. 


149255 


Seq. ID 


LIB3175-024-P1-K1-C11 


Method 


BLASTX 


\iri o T (~* T 
NCBI bi 


gl / Z4 1UU 


BLAST score 


4oo 


E value 


1.0e-46 


Match length 


133 


% identity 


68 


NCBI Description 


(U79765) porm [Mesembryanthemum crystallxnum] 


Seq. No. 


149256 


Seq. ID 


LIB3175-024-P1-K1-C12 


Method 


BLASTN 


NCBI GI 


g4oylzzo _ 


ciufioi score 


Z ID _ 


E value 


1.0e-118 


Match length 


348 


% identity 


91 


NCBI Description 


Arabidopsis thaliana DNA chromosome 3, BAC clone 




(ESSA project) 


Seq. No. 


149257 


Seq. ID 


LIB3175-024-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4733981 


BLAST score 


325 


E value 


3.0e-30 


Match length 


90 


% identity 


72 



NCBI Description (AC007268) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 149258 

Seq. ID LIB3175-024-P1-K1-C4 

Method BLASTX 

NCBI GI g2829899 

BLAST score 349 



18939 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-33 

101 

64 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961_1107495 [Arabidopsis thaliana] 

149259 

LIB3175-024-P1-K1-C5 

BLASTX 

gll2741 

604 

5.0e-63 

116 

97 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi__68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis" thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_44 90712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

149260 

LIB3175-024-P1-K1-C6 

BLASTX 

gl565225 

364 

7.0e-35 

67 

100 

(X95572) salt-tolerance protein [Arabidopsis thaliana] 
149261 

LIB3175-024-P1-K1-C7 

BLASTX 

gl335862 

563 

5.0e-58 

148 

75 

(U42608) clathrin heavy chain [Glycine max] 

ime2 

LIB3175-024-P1-K1-C8 

BLASTX 

gll5767 

604 

6.0e-63 

115 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi__81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi__16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 



18940 



protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149263 

LIB3175-024-P1-K1-C9 

BLASTX 

g4583542 

607 

3.0e-63 

145 

88 

(Y16847) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149264 

LIB3175-024-P1-K1-D1 

BLASTN 

g2618605 

79 

8.0e-37 

166 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUK11, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 


149265 


Seq. ID 


LIB3175-024-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3123745 


BLAST score 


353 


E value 


1.0e-33 


Match length 


77 


% identity 


90 


NCBI Description 


(AB013447) aluminum-induced 


Seq, No. 


149266 


Seq. ID 


LIB3175-024-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl304227 


BLAST score 


207 


E value 


6.0e-17 


Match length 


53 


% identity 


75 


NCBI Description 


(D637 81) Epoxide hydrolase 




>gi_2764804_emb_CAA55293_ (2 




[Glycine max] 


Seq. No. 


14 9267 


Seq. ID 


LIB3175-024-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


gll69862 


BLAST score 


205 


E value 


3.0e-16 


Match length 


37 


% identity 


100 



epoxide hydrolase 



NCBI Description 



G-BOX BINDING FACTOR 3 >gi_600863 (U17891) G-box binding 
factor [Arabidopsis thaliana] >gi_1262922 (U51850) G-box 
factor 3 [Arabidopsis thaliana] 



18941 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149268 

LIB3175-024-P1-K1-D7 

BLASTN , 

g2924734 

343 

0.0e+00 

378 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXE10, complete sequence [Arabidopsis thaliana] 

149269 

LIB3175-024-P1-K1-D8 

BLASTX 

g4371297 

597 

4.0e-62 

117 

99 

(AC006260) phenylalanine ammonia-lyase 1, 3 1 partial 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149270 

LIB3175-024-P1-K1-E1 

BLASTX 

g4406816 

616 

2.0e-64 

116 

99 

(AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana] 
149271 

LIB3175-024-P1-K1-E10 

BLASTX 

g3851636 

472 

2.0e-47 

113 

79 

(AF098519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



149272 

LIB3175-024-P1-K1-E12 

BLASTN 

g3883123 

392 

0.0e+00 

411 

99 

Arabidopsis thaliana arabinogalactan-protein (AGP3) mRNA, 
complete cds 

149273 

LIB3175-024-P1-K1-E2 



18942 



Method 


O • 

BLASTX 


NCBI GI 


g3334123 


BLAST score 


398 


E value 


9.0e-39 


Match length 


101 


% identity 


83 


NCBI Description 


ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 



>gi_1655480_dbj_BAA13599_ (D88374) gamma subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] >gi_2924787 
(AC002334) mitochondrial Fl-ATPase, gamma subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149274 

LIB3175-024-P1-K1-E4 

BLASTN 

g2558511 

261 

1.0e-145 

296 
97 

Arabidopsis thaliana mRNA for proton pump interactor, 
partial 

149275 

LIB3175-024-P1-K1-E5 

BLASTN 

g4587641 

282 

1.0e-157 

368 

99 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 

149276 

LIB3175-024-P1-K1-E8 

BLASTX 

g3169569 

542 

1.0e-55 

114 

96 

(AF062589) 3-keto-acyl-CoA thiolase 2 [Arabidopsis 
thaliana] >gi_3220237 (AF062591) peroxisomal 
3-keto-acyl-CoA thiolase 2 precursor [Arabidopsis thaliana] 

149277 

LIB3175-024-P1-K1-E9 

BLASTX 

g3047101 

258 

2.0e-22 

105 

53 

(AF058919) Similar to protein kinase; coded for by A. 
thaliana cDNA H36947; coded for by A. thaliana cDNA H37158 
[Arabidopsis thaliana] 



18943 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149278 

LIB3175-024-P1-K1-F1 

BLASTN 

g4757388 

334 

0.0e+00 

381 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F15L12, complete sequence 

149279 

LIB3175-024-P1-K1-F10 

BLASTX 

g2129577 

463 

2.0e-46 

98 

91 

DnaJ homolog protein - Arabidopsis thaliana >gi_727357 
(U22340) DnaJ homolog [Arabidopsis thaliana] 

149280 

LIB3175-024-P1-K1-F11 

BLASTN 

g2281648 

266 

1.0e-148 

270 

100 

Arabidopsis thaliana AP2 domain containing protein RAP2.12 
mRNA, partial cds 

149281 

LIB3175-024-P1-K1-F12 

BLASTX 

g3281858 

43 

6.0e-54 

131 

85 

(AL031004) 
thaliana] 



ribosomal protein S6 - like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149282 

LIB3175-024-P1-K1-F2 

BLASTX 

g4538963 

48 

2.0e-44 

105 

89 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD28776. 1_AF134129__1 
(AF134129) LhcbS protein [Arabidopsis thaliana] 



18944 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149283 

LIB3175-024-P1-K1-F3 

BLASTX 

g4538963 

464 

2.0e-46 

118 

77 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD28776 . 1_AF134129_ 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149284 

LIB3175-024-P1-K1-F4 

BLASTX 

gl703108 

519 

5.0e-53 

95 

100 

ACT IN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_104 9307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149285 

LIB3175-024-P1-K1-F5 

BLASTX 

gll69476 

613 

5.0e-64 

117 

100 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) (VITRONECTIN- LIKE 
ADHESION PROTEIN 1) (PVN1) >gi__439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149286 

LIB3175-024-P1-K1-F6 

BLASTX 

g4038035 

412 

2.0e-40 

80 

100 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



149287 

LIB3175-024-P1-K1-F7 

BLASTX 

g4580920 

373 

6.0e-36 

105 

70 



18945 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF113545) vacuole-associated annexin VCaB42 [Nicotiana 
tabacum] 

149288 

LIB3175-024-P1-K1-F9 

BLASTN 

g3831437 

298 

1.0e-167 

331 

97 

Arabidopsis thaliana chromosome II BAC T3A4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149289 

LIB3175-024-P1-K1-G1 

BLASTN 

g2088638 

127 

4.0e-65 

377 

97 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149290 

LIB3175-024-P1-K1-G10 

BLASTX 

g4510430 

674 

4.0e-71 

130 
98 

(AC006929) 
thaliana] 



unknown protein, 3' partial [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



149291 

LIB3175-024-P1-K1-G2 

BLASTX 

gll72872 

594 

1.0e-61 

112 
100 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618__dbj_BAA0237 3_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

149292 

LIB3175-024-P1-K1-G3 

BLASTN 

g4757401 

52 

3.0e-20 



18946 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



o 



68 
94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGH6, complete sequence 



149293 

LIB3175-024-P1-K1 

BLASTX 

g3983125 

483 

9.0e-49 

122 

79 

(AF097648 
precursor 



-G4 



phosphate/triose-phosphate translocator 
[Arabidopsis thaliana] 



Seq. No. 


149294 


Seq. ID 


LIB3175-024-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3688182 


BLAST score 


590 


E value 


2.0e-61 


Match length 


115 


% identity 


97 


NCBI Description 


(AL031804 ) P-Protein 


Seq. No. 


149295 


Seq. ID 


LIB3175-024-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


g2564045 


BLAST score 


272 


E value 


1.0e-151 


Match length 


309 


% identity 


97 


NCBI Description 


Arabidopsis thaliana 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



lomic DNA, chromosome 5, TAC clone: 
K8K14, complete sequence [Arabidopsis thaliana] 

149296 

LIB3175-024-P1-K1-G7 

BLASTX 

gl351221 

464 

1.0e-46 

113 

81 

TRANSCRIPTION INITIATION FACTOR IIB (TFIIB) >gi_945085 
(U31096) transcription factor TFIIB [Arabidopsis thaliana] 
>gi_2618697 (AC002510) transcription factor TFIIB 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



149297 

LIB3175-024-P1-K1-G8 

BLASTX 

gl35860 

557 

2.0e-57 
112 



18947 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

TONOPLAST INTRINSIC PROTEIN, GAMMA {GAMMA TIP) 
(AQUAPORIN-TIP) >gi__99761_pir S22202 tonoplast intrinsic 

protein gamma - Arabidopsis thaliana 

>gi_16312_emb_CAA45115_ (X63552) tonoplast intrinsic 

protein, gamma-TIP (Ara) . [Arabidopsis thaliana] >gi_166732 
(M84344) tonoplast intrinsic protein [Arabidopsis thaliana] 

>gi_445129j?rf 1908432B tonoplast intrinsic protein gamma 

[Arabidopsis thaliana] 

149298 

LIB3175-024-P1-K1-H1 

BLASTX 

g2119846 

530 

2.0e-54 

106 

95 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X644 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 


149299 


Seq. ID 


LIB3175-024-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g4467099 


BLAST score 


507 


E value 


1.0e-51 


Match length 


105 


% identity 


94 


NCBI Description 


(AL035538) glycine hydroxymethyltransf erase like protein 




[Arabidopsis thaliana] 


Seq. No. 


149300 


Seq. ID 


LIB3175-024-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g3599491 


BLAST score 


258 


E value 


1.0e-22 


Match length 


72 


% identity 


67 


NCBI Description 


(AF085149) putative aminotransferase [Capsicum chinense] 


Seq. No. 


149301 


Seq. ID 


LIB3175-024-P1-K1-H12 


Method 


BLASTN 


NCBI GI 


g4678266 


BLAST score 


300 


E value 


1.0e-168 


Match length 


339 


% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromosome 3, BAC clone F15B8 




(ESSA project) 



18948 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



149302 

LIB3175-024-P1-K1-H2 

BLASTX 

gl518540 

545 

5.0e-56 

114 

96 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
149303 

LIB3175-024-P1-K1-H3 

BLASTN 

g547390 

390 

O.Oe+00 

405 

99 

Arabidopsis thaliana TRAP mRNA, partial cds 
149304 

LIB3175-024-P1-K1-H4 

BLASTN 

g2760829 

183 

2.0e-98 

223 

98 

Arabidopsis thaliana chromosome II BAC F18A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149305 

LIB3175-024-P1-K1-H5 

BLASTN 

g3985957 

203 

1.0e-110 

319 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MYN8, complete sequence [Arabidopsis thaliana] 

149306 

LIB3175-024-P1-K1-H8 

BLASTX 

g3913651 

238 

5.0e-20 

120 

43 

FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_emb_CAA74359_ (Y14032) 
ferredoxin— NADP( + ) reductase [Nicotiana tabacum] 

149307 

LIB3175-024-P1-K1-H9 



18949 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLAST N 

g2656026 

270 

1.0e-150 

333 

98 

Arabidopsis thaliana genomic DNA, 
MDF20 



chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149308 

LIB3175-025-P1-K1-A10 

BLASTN 

g336391 

54 

2.0e-22 

66 

95 

A. thaliana chloroplast ribosomal protein S17 
3 1 end 



(rpsl7) mRNA, 



149309 

LIB3175-025-P1-K1-A2 

BLASTX 

g3858935 

595 

9.0e-62 

118 

100 

(AL021636) synaptobrevin-like protein [Arabidopsis 
thaliana] >gi_4103357 (AF025332) vesicle-associated 
membrane protein 7C; synaptobrevin 7C [Arabidopsis 
thaliana] 

149310 

LIB3175-025-P1-K1-A4 

BLASTX 

g2511594 

352 

2.0e-33 

72 

97 

(Y13694) multicatalytic endopeptidase complex, proteasome 
precursor, beta subunit [Arabidopsis thaliana] 
>gi_2827525_emb_CAA16533_ (AL021633) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421099 (AF043529) 20S 
proteasome subunit PBA1 [Arabidopsis thaliana] 

149311 

LIB3175-025-P1-K1-A5 

BLASTX 

g3548806 

644 

1.0e-67 

137 

92 

(AC005313) unknown protein [Arabidopsis thaliana] 



18950 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149312 

LIB3175-025-P1-K1-A6 

BLASTX 

g3885342 

191 

9.0e-15 

92 

47 

(AC005623) putative DNA polymerase [Arabidopsis thaliana] 
149313 

LIB3175-025-P1-K1-A7 

BLASTX 

gll9350 

272 

2.0e-24 

56 

98 

ENOLASE (2-PH0SPH0GLYCERATE DEHYDRATASE) 

(2-PH0SPH0-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 

149314 

LIB3175-025-P1-K1-A8 

BLASTX 

g4128133 

199 

2.0e-15 

86 

45 

(AJ006068) dTDP-D-glucose 4, 6-dehydratase [Homo sapiens] 
149315 

LIB3175-025-P1-K1-A9 

BLASTX 

g4741948 

637 

9.0e-67 

120 

100 

(AF134124) Lhcb2 protein [Arabidopsis thaliana] 
149316 

LIB3175-025-P1-K1-B1 

BLASTX 

gl084415 

327 

2.0e-30 

111 

59 

RNA-binding protein - Wood tobacco >gi_624 925_dbj_BAA05170_ 



18951 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(D26182) RNA-binding glycine rich protein (RGP-2) 
[Nicotiana sylvestris] 

149317 

LIB3175-025-P1-K1-B10 

BLASTX 

gl!07501 

408 

6.0e-40 

99 

84 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

149318 

LIB3175-025-P1-K1-B11 

BLASTX 

g4582468 

632 

3.0e-66 

134 

96 

(AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 

149319 

LIB3175-025-P1-K1-B2 

BLASTX 

g4545231 

585 

1.0e-60 

117 

95 

(AF116243) 
hirsutum] 



RAS-related GTP-binding protein [Gossypium 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



149320 

LIB3175-025-P1-K1-B3 

BLASTN 

g4006885 

116 

1.0e-58 

223 

87 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

149321 

LIB3175-025-P1-K1-B5 

BLASTX 

g3183088 

214 

4.0e-17 

68 

54 



18952 



II 



NCBI Description 



PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_4 99034_emb_CAA56113__ (X79604) lipid transfer 
like protein [Vigna unguiculata] 



oeg. NO. 


1 A Q-300 

14 yjzz 


oeg. id 


T TDQ1 it; HOC D1 ZS"\ m 


Method 








dMoi score 


ZU1 


E value 


1 . Ue-lU9 


ruaL.cn iengx.n 






i nn 




■riX aJJlvaupolo uild.J-la.Ila. 


Seg. No. 


149323 


oeg. iu 


lilrsol / D-Uzo-Fl-J\l-bo 


Method 


BliAblX 




gzoo 3125 


Diiiib i score 


,3 / / 


E value 


3. Oe-36 


Match length 


110 


% identity 


CI 

0 / 


wljdi Description 


(ACUuzoo / ) putative t 




thaliana] 


Seg. No. 


149324 


Seg. ID 


LIB3175-025-P1-K1-B9 


Method 


BLASTX 


NLbi bl 


g4oo939o 


BLAST score 


394 


E value 


3 . Oe-38 


Match length 


o c 
oo 


% identity 


O 1 

ol 


jnudI Description 


(Doyy/z; asparagmyl 


Seg. No. 


149325 


beg. id 


LIB3 175-02 5-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2146739 


"D T TV P rPi >*» « « — . 

bLAbi score 


30Z 


E value 


2 . Oe-27 


Match length 


84 


-s identity 


75 


NLBI Description 


hexokinase (EC 2.7.1. 




vuZozi4j nexoKinase 1 


Seg. No. 


149326 


Seg. ID 


LIB3175-025-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2586127 


BLAST score 


276 


E value 


2.0e-24 


Match length 


109 


% identity 


50 


NCBI Description 


(U89510) b-keto acyl 



[Arabidopsis 



18953 



beq. No. 


1 A Ci O T7 

14 yJz / 


Ofcjq. 1U 


iilDOl / 0 — UZj- r 1 — J\± — LIZ 






NCBI GI 


g2117612 


BLAST score 


496 


E value 


Z . Ue-bU 


Match length 


yt> 


% identity 


99 


jNooi uescription 


caraiase (he l.il.l.b) 


beq. No. 


1 A O O O O 

149 jzo 


oeq. ijj 


tt - d"31'7£ noc^ D1 1^1 no 


rue UIKJU. 


DT ZiCTV 
.DlxHo 1 A 


NCBI GI 


a3157944 


BLAST score 


727 


E value 


3.0e-77 


Match length 


141 


% identity 


99 


NCBI Description 


(AC002131) Very strong 



3 - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor gb_U79769 f rom Mesembryanthemum crystallinum. 
ESTs gb_T43167, gb_T21076, gb_H36999, gb_T22773, 
gb_N38038, gb_T13742, gb_Z26545, gb_T20753 and gb_W43123 
come from this ge 



149329 

LIB3175-025-P1-K1-C3 

BLASTN 

g3451055 

218 

1.0e-119 

4 68 

97 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F16G20 



149330 

LIB3175-025-P1-K1-C4 

BLASTX 

g3522945 

518 

6.0e-53 

95 

100 

(AC004 411) putative cytochrome P450 [Arabidopsis thaliana] 
149331 

LIB3175-025-P1-K1-C5 

BLASTX 

g584865 

278 

1.0e-24 

148 

35 

CYTOCHROME P450 76A2 (CYPLXXVIA2) (P-450EG7) 

>gi_542073_pir S38534 cytochrome P450 76A2 - eggplant 

>gi_415911_emb_CAA50648_ (X71657) P450 hydroxylase [Solanum 
melongena] 



18954 








149332 




Seq. ID 


LIB3175-025-P1-K1-C6 




JL JC LllUUi 






NCBI GI 


g3176874 




BLAST score 


177 




P T7"a Ilia 


? fio-1 






47 
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1 49333 




Sea ID 


LIB3175-025-P1-K1-C7 






PJ.A^TX 

DJJTlO X i\. 




NCBI GI 


g3600031 




BLAST score 


766 




IT" TT3 1 no 
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NPRT Dp err i nt" "i nn 
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acid aldolases [Arabidopsis thaliana] 


y 


IN (J • 


1 4 Q334 






T TR31 7R-D9 c i— Pi —Kl — Pfi 
LlDJl / J \j£.D xl J\l to 


En 


Method 


BLASTX 


ni 


NCBI GI 


gl755162 




£3j_ii\o i score 


Djj 




sU Value 


i ♦ ue— oo 




Match length 




ffi 


% identity 


Q7 


3 


NCBI Description 


(u/oiyzj germm-HJce protein [AraJDiaopsis tnalianaj 




Cq(-t KT/-\ 

DctJ • ViU • 


1ft jOjj 




oecj. ijj 


iilooi /D"UZj-ri-j\l - L!7 




Mat" Vi nH 


DlinO X A. 




IN \*r ID X VJ X 


<t4 4 1 SQ07 


□ 


BLAST score 


520 




E value 


4.0e-53 




-a 4— r*» V» T £i n /-r 4~ V» 

i v idxcn leny lu 


1U1 




i> iQeni-iuy 


QQ 

yy 




NCBI Description 


tALUUbzoz) bub riDOsomal protein Lz4 [Araoiaopsis tnalianaj 






-^yi 4Jollj^ yjj rtjMUi, fi O • 1 rittJUO^lj Zi ^nOUUD Jl J j pUtaLlvc 






60S ribosomal protein L24 [Arabidopsis thaliana] 




Carr Kin 


1 A Q"3"3£ 
lf± 3jjO 




Spa TD 


T.TR31 7 c i-D?S-P1 -K1 -Til 0 

J_iX DJ1 / *J Ui. J XX i\X U1U 




MptHaci 






NCBI GI 


gl706772 




BLAST score 


317 




E value 


2.0e-29 




Match length 


63 




% identity 


95 




NCBI Description 


FARNESYL- DIPHOSPHATE FARNESYLTRANSFERASE (SQUALENE 



SYNTHETASE) (SQS) (SS) (FPP:FPP FARNESYLTRANSFERASE) 

>gi_1076324_pir S54251 farnesyl-diphosphate 

farnesyltransf erase (EC 2.5.1.21) - Arabidopsis thaliana 



18955 



o 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



>gi_798820_emb_CAA60385_ (X86692) f arnesyl-diphosphate 
farnesyltransferase [Arabidopsis thaliana] 
>gi_806325_dbj_BAA06103_ (D29017) squalene synthase 
[Arabidopsis thaliana] >gi_2232212 (AF004560) squalene 
synthase 1 [Arabidopsis thaliana] 

>gi_3096933_emb_CAA18843.1_ (AL023094) f arnesyl-diphosphate 
farnesyltransferase [Arabidopsis thaliana] >gi_4098519 
(U7 9159) squalene synthase [Arabidopsis thaliana] 



149337 

LIB3175-025-P1-K1-D12 

BLASTN 

g2656029 

107 

4.0e-53 

208 

95 

Arabidopsis thaliana genomic 
MQB2 



DNA, chromosome 5, PI clone: 



149338 

LIB3175-025-P1-K1-D2 

BLASTN 

g4220638 

360 

0.0e+00 

458 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIF21, complete sequence [Arabidopsis thaliana] 



PI clone: 



149339 

LIB3175-025-P1-K1-D3 

BLASTX 

gl31398 

537 

4.0e-55 

124 

88 

PHOTOS YSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714__pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04 679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

149340 

LIB3175-025-P1-K1-D4 

BLASTX 

g3377815 

555 

3.0e-57 

110 

96 



18956 



II 



NCBI Description 



(AF076275) similar to protein kinases {Pfam: 
score: 255.71) [Arabidopsis thaliana] 



pkinase . hmm, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149341 

LIB3175-025-P1-K1-D5 

BLASTX 

g2506443 

595 

6.0e-62 

117 

100 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 

149342 

LIB3175-025-P1-K1-D6 

BLASTX 

gll5811 

449 

1.0e-60 

138 
82 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
PRECURSOR (CAB-37) (LHCP) >gi_82254_pir_ 
a/b-binding protein precursor - petunia 

>gi_20512_emb_CAA28639_ (X04966) chlorophyll a/b binding 
protein [Petunia x hybrida] 



TYPE I 37 

K24111 chlorophyll 



149343 

LIB3175-025-P1-K1-D7 

BLASTX 

g!550738 

357 

6.0e-34 

104 

72 

(Y08061) endomembrane-associated protein [Arabidopsis 
thaliana] >gi_2982443_emb_CAA18251_ (AL022224) 
endomembrane-associated protein [Arabidopsis thaliana] 

149344 

LIB3175-025-P1-K1-D8 

BLASTX 

g2384673 

334 

3.0e-31 

62 

100 

(AF012658) putative potassium transporter AtKT3p 
[Arabidopsis thaliana] 



18957 



II 



O C y_ * IN • 


149345 


Sea. ID 


LIB3175-025-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2262098 
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149346 


Sea ID 


LIB317 5-025 -P1-K1-E10 


Mpthod 


BLASTN 


NCBI GI 


g2262135 


BLAST score 
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BLASTX 


NCBI GI 
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Seq. ID 


LIB3175-025-P1-K1-E12 
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NCBI GI 


g3241920 


BLAST score 


63 
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MAE1, coinplete sequence [Arabidopsis thaliana] 


OC^t IN W • 


1 4Q?4Q 


Seq. ID 


T.TR^I 7S-D9R-P1 -K1 -F9 


Method 


BLASTX 


NCBI GI 


g3775985 


DT 7\ Q~P onnra 
OXlMO X bCUIc 


R7Q 


E value 


o . ue du 


lyiaucii xengtn 


lift 

XXO 


& i Hpnf i I" v 
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NCBI Description 


(AJ010456) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


149350 


Seq. ID 


LIB3175-025-P1-K1-E6 


Method 


BLASTN 


NCBI GI 


g3643588 



PI clone: 



18958 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



143 

1.0e-74 

436 

77 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



149351 

LIB3175-025-P1-K1-E7 

BLASTN 

g4584387 

432 

0.0e+00 

440 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F7J7 



149352 

LIB3175-025-P1-K1-E8 

BLASTN 

g3985931 

209 

1.0e-114 

229 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K21H1, complete sequence [Arabidopsis thaliana] 



TAC clone 



149353 

LIB3175-025-P1-K1-E9 

BLASTN 

g4519193 

163 

1.0e-86 

375 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC11, complete sequence 

149354 

LIB3175-025-P1-K1-F1 

BLASTX 

g4512687 

330 

3.0e-51 

125 

84 

(AC006931) floral homeotic protein AGL5 [Arabidopsis 
thaliana] 

149355 

LIB3175-025-P1-K1-F10 

BLASTN 

g3264777 

464 

0.0e+00 



18959 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



464 
100 

Arabidopsis thaliana H-protein promoter binding factor- 1 
(HPPBF-1) mRNA, complete cds 

149356 

LIB3175-025-P1-K1-F11 

BLASTN 

g4220643 

217 

1.0e-118 

403 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWD22, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149357 

LIB3175-025-P1-K1-F3 

BLASTX 

g4585935 

733 

3.0e-80 

150 

97 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_4741946_gb_AAD28770 . 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No. 


149358 


Seq. ID 


LIB3175-025-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g395332 


BLAST score 


155 


E value 


3.0e-10 


Match length 


41 


% identity 


71 


NCBI Description 


(X69790) cytochrome 


Seq. No. 


149359 


Seq. ID 


LIB3175-025-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


g4455321 


BLAST score 


201 


E value 


1.0e-109 


Match length 


370 


% identity 


98 


NCBI Description 


Arabidopsis thaliana 




(ESSAII project) 


Seq. No. 


149360 


Seq. ID 


LIB3175-025-P1-K1-F7 


Method 


BLASTN 


NCBI GI 


g3766106 


BLAST score 


87 


E value 


3.0e-41 


Match length 


237 


% identity 


89 



BAC clone F4I10 



18960 



II 



NCBI Description Arabidopsis thaliana chromosome 1 BAC F9K20 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149361 

LIB3175-025 

BLASTX 

g3193316 

583 

2.0e-60 

123 

91 

(AF069299) 
epimerases 



■P1-K1-F9 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



149362 

LIB3175-025-P1-K1-G1 

BLASTN 

g2656031 

171 

3.0e-91 

484 
94 

Arabidopsis thaliana genomic DNA, chromosome 5/ 
MXC20 



PI clone: 



Seq. No,. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



149363 

LIB3175-025-P1-K1-G11 

BLASTX 

g3913651 

161 

7.0e-ll 

104 

37 

FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_emb_CAA74359_ (Y14032) 
ferredoxin — NADP(+) reductase [Nicotiana tabacum] 

149364 

LIB3175-025-P1-K1-G12 

BLASTX 

gl00535 

295 

1.0e-26 

71 

83 

hypothetical protein - swollen duckweed 

>gi_1929057_emb_CAA32236_ (X14075) longest ORF (1) [Lemna 
gibba] 

149365 

LIB3175-025-P1-K1-G2 

BLASTX 

gl!5783 

689 

8.0e-73 

130 

99 



18961 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149366 

LIB3175-025-P1-K1-G4 

BLASTX 

gl20675 

585 

1.0e-60 

149 

77 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA27844_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



149367 

LIB3175-025-P1-K1-G6 

BLASTX 

g629541 

505 

3.0e-51 

119 

86 

plasma membrane intrinsic protein lc - Arabidopsis thaliana 
>gi_472875_emb_CAA53476_ (X75882) plasma membrane intrinsic 
protein lc [Arabidopsis thaliana] 

149368 

LIB3175-025-P1-K1-G7 

BLASTN 

g2264318 

314 

1.0e-176 

334 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUP24, complete sequence [Arabidopsis thaliana] 

149369 

LIB3175-025-P1-K1-G8 

BLASTX 

g4586263 

64 

9.0e-27 

77 

90 

(AL049640) putative protein [Arabidopsis thaliana] 
149370 

LIB3175-025-P1-K1-G9 

BLASTX 

g2384671 

614 



18962 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



4.0e-64 

126 

93 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 

149371 

LIB3175-025-P1-K1-H1 

BLASTX 

g4581146 

622 

5.0e-65 

133 

92 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

149372 

LIB3175-025-P1-K1-H10 

BLASTN 

g3449313 

36 

1.0e-10 

85 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21P3, complete sequence [Arabidopsis thaliana] 

149373 

LIB3175-025-P1-K1-H11 

BLASTX 

gl!2682 

574 

2.0e-59 

134 

81 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

149374 

LIB3175-025-P1-K1-H12 

BLASTX 

gl514443 

141 

3.0e-21 

58 

95 

(X99061) blue light receptor [Arabidopsis thaliana] 
149375 

LIB3175-025-P1-K1-H2 

BLASTN 

g2760165 

428 



18963 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



0.0e+00 

468 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC9, complete sequence [Arabidopsis thaliana] 

149376 

LIB3175-025-P1-K1-H7 

BLASTX 

g3287695 

672 

6.0e-71 

127 

100 

(AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 

149377 

LIB3175-025-P1-K1-H8 

BLASTX 

g3337356 

160 

1.0e-34 

84 

94 

(AC004481) putative protein transport protein SEC61 alpha 
subunit„ [Arabidopsis thaliana] 

149378 

LIB3175-025-P1-K1-H9 

BLASTX 

g2130028 

352 

2.0e-33 

86 

73 

B12D protein - barley >gi_471319_emb_CAA54065 . 1_ (X76604) 
HvB12D [Hordeum vulgare] >gi_3445292_emb_CAA70936_ (Y09805) 
B12Dgl [Hordeum vulgare] 

149379 

LIB3175-026-P1-K1-A1 

BLASTN 

g4589434 

144 

4.0e-75 

457 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNJ7, complete sequence 

149380 

LIB3175-026-P1-K1-A10 

BLASTX 

g2500430 

428 



18964 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-42 

84 

98 

40S RIBOSOMAL PROTEIN S16 
149381 

LIB3175-026-P1-K1-A11 

BLASTX 

g!170028 

457 

2.0e-53 

127 

83 

GLUTAMATE-1 -SEMI ALDEHYDE 2, 1-AMINOMUTASE 1 PRECURSOR (GSA 
1) (GLUTAMATE-1 -SEMI ALDEHYDE AMINOTRANSFERASE 1) ( GSA- AT 1) 
>gi_454357 (U03773) 

glutamate-l-semialdehyde-2, 1-aminomutase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149382 

LIB3175-026-P1-K1-A12 

BLASTX 

g464720 

251 

1.0e-21 

50 
100 

40S RIBOSOMAL PROTEIN S28 >gi_409184 
protein S28 [Arabidopsis thaliana] 



(L09755) ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



149383 

LIB3175-026-P1-K1-A3 

BLASTN 

g4263694 

195 

1.0e-105 

374 

97 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149384 

LIB3175-026-P1-K1-A4 

BLASTX 

g2645971 

724 

2.0e-83 

161 

94 

(AF034255) reversibly glycosylated polypeptide-3 
[Arabidopsis thaliana] 



149385 

LIB3175-026- 
BLASTX 
gl755162 
823 



P1-K1-A5 



18965 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-88 

159 

98 

(U75192) germin-like protein [Arabidopsis thaliana] 
149386 

LIB3175-026-P1-K1-A7 

BLASTX 

g4586263 

323 

3.0e-34 

112 

64 

{AL049640} putative protein [Arabidopsis thaliana] 
149387 

LIB3175-026-P1-K1-A8 

BLASTX 

g3273743 

601 

2.0e-62 

118 

97 

(AF057357) lipid transfer protein 2 precursor [Arabidopsis 
thaliana] >gi_3786019 (AC005499) unknown protein 
[Arabidopsis thaliana] 

149388 

LIB3175-026-P1-K1-A9 

BLASTX 

g3024500 

486 

4.0e-49 

104 

91 

RAS-RELATED PROTEIN RAB11A >gi_1370142_emb_CAA98177_ 
(273949) RAB11A [Lotus japonicus] 

149389 

LIB3175-026-P1-K1-B10 

BLASTN 

g3449313 

324 

0.0e+00 

365 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21P3, complete sequence [Arabidopsis thaliana] 

149390 

LIB3175-026-P1-K1-B11 

BLASTN 

g4335744 

229 

1.0e-126 

487 

99 



18966 



II 



NCBI Description Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149391 

LIB3175-026-P1-K1-B12 

BLASTX 

g4753651 

639 

5.0e-67 

132 

92 

(AL049751) 
thaliana] 



ribosomal protein L13a like protein [Arabidopsis 



149392 

LIB3175-026-P1-K1-B2 

BLASTX 

g4468813 

686 

2.0e-72 

137 

97 

(AL035601) putative protein [Arabidopsis thaliana] 
149393 

LIB3175-026-P1-K1-B3 

BLASTX 

g2129594 

310 

1.0e-28 

93 

70 

germin type 2 - Arabidopsis thaliana 
>gi_1107491_emb_CAA63023_ (X91957) germin type2 
[Arabidopsis thaliana] 

149394 

LIB3175-026-P1-K1-B4 

BLASTN 

g3298610 

57 

2.0e-23 

141 

85 

Arabidopsis thaliana BAC T2H3 
149395 

LIB3175-026-P1-K1-B5 

BLASTN 

g3402745 

110 

5.0e-55 

291 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18E5 
(ESSAII project) 



18967 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149396 

LIB3175-026-P1-K1-B6 

BLASTX 

g99735 

692 

3.0e-73 

134 

97 

L-ascorbate peroxidase (EC 1.11.1.11} 
Arabidopsis thaliana (fragment) 



149397 

LIB3175-026-P1-K1-B7 

BLASTX 

g3329294 

191 

2.0e-14 

142 

35 

(AE001355) Zinc Metalloprotease 
[Chlamydia trachomatis] 



precursor - 



(insulinase family) 



149398 

LIB3175-026-P1-K1-B8 

BLASTX 

g2104536 

648 

5.0e-68 

151 

77 

(AF001308) predicted glycosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



149399 

LIB3175-026-P1-K1-B9 

BLASTX 

g4583542 

392 

6.0e-38 

100 

77 

(Y16847) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis thaliana] 

149400 

LIB3175-026-P1-K1-C11 

BLASTX 

g4158221 

586 

1.0e-60 

132 

80 

(Y18624) reversibly glycosylated polypeptide [Oryza sativa] 
149401 

LIB3175-026-P1-K1-C12 
BLASTN 



18968 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3449327 
122 

6.0e-62 

453 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCA23, complete sequence [Arabidopsis thaliana] 

149402 

LIB3175-026-P1-K1-C2 

BLASTN 

g2623294 

365 

O.Oe+00 

493 

79 

Arabidopsis thaliana chromosome II BAC T20B5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149403 

LIB3175-026-P1-K1-C3 

BLASTX 

g2244911 

596 

7.0e-62 

135 

84 

(Z97339) similar to indole-3-acetate 
beta-glucosyltransferase [Arabidopsis thaliana] 

149404 

LIB3175-026-P1-K1-C4 

BLASTX 

gl724100 

211 

5.0e-17 

71 

59 

(U79765) porin [Mesembryanthemum crystallinum] 
149405 

LIB3175-026-P1-K1-C5 

BLASTX 

g2341034 

405 

9.0e-40 

81 

100 

(AC000104) F19P19.13 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



149406 

LIB3175-026-P1-K1-C6 

BLASTX 

g81615 

388 

3.0e-69 
160 
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© 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

G-box-binding factor 1 - Arabidopsis thaliana 
>gi_16286_emb_CAA45356_ (X63894) G-box binding factor 1 
[Arabidopsis thaliana] 

149407 

LIB3175-026-P1-K1-C8 

BLASTX 

g4056467 

669 

2.0e-70 

130 

98 

(AC005990) Strong similarity to gb_AB006693 spermidine 
synthase from Arabidopsis thaliana. ESTs gb_AA389822 / 
gb_T41794, gb_N38455, gb_AI100106, gb_F14442 and gb__F14256 
come from this gene. [Arabidopsis thaliana] 

149408 

LIB3175-026-P1-K1-C9 

BLASTX 

gll70373 

624 

3.0e-65 

123 

97 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S46302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 



Seq. No. 


149409 


Seq. ID 


LIB3175-026-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3126967 


BLAST score 


430 


E value 


1.0e-42 


Match length 


96 


% identity 


16 


NCBI Description 


(AF061807) polyubiquitin 


Seq. No. 


149410 


Seq. ID 


LIB3175-026-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g99696 


BLAST score 


691 


E value 


3.0e-73 


Match length 


124 


% identity 


99 


NCBI Description 


glutamate — ammonia ligase 



C 6.3.1.2) precursor, 
chloroplast (clone lambdaAtgsll) - Arabidopsis thaliana 
>giJ240070_bbs_69728 (S69727)^ight-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 430 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 



Seq. No. 



149411 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3175-026-P1-K1-D12 

BLASTX 

g464720 

248 

4.0e-21 

50 

98 

40S RIBOSOMAL PROTEIN S28 >gi_409184 
protein S28 [Arabidopsis thaliana] 



(L09755) ribosomal 



149412 

LIB3175-026-P1-K1-D2 

BLASTX 

g4006834 

752 

3.0e-80 

148 

99 

(AC005970) enoyl-ACP reductase (enr-A) [Arabidopsis 
thaliana] 

149413 

LIB3175-026-P1-K1-D3 

BLASTX 

g320558 

557 

3.0e-57 

141 

82 

DNA-binding protein - Arabidopsis thaliana >gi_601843 
(M25268) DNA-binding protein [Arabidopsis thaliana] 

149414 

LIB3175-026-P1-K1-D4 

BLASTX 

gll9143 

318 

9.0e-30 

69 

91 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_81606__pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>giJL369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928__emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

149415 

LIB3175-026-P1-K1-D5 

BLASTX 

gll9350 

621 

7.0e-65 
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Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



127 
96 

ENOLASE ( 2 - PHOS PHOGLYCERATE DEHYDRATASE) 

(2-PH0SPH0-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 



149416 

LIB3175-026-P1-K1-D7 

BLASTN 

g4376087 

316 

1.0e-178 

423 

93 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I AP2 contig 



149417 

LIB3175-026-P1-K1-D8 

BLASTX 

gl32794 

378 

2.0e-36 

99 

79 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L22 >gi_71288_pir R5NT22 

ribosomal protein L22 - common tobacco chloroplast 
>gi_11866_emb_CAA77382_ (Z00044) ribosomal protein L22 

[Nicotiana tabacum] >gi_225236__prf 1211235BU ribosomal 

protein L22 [Nicotiana tabacum] 

149418 

LIB3175-026-P1-K1-D9 

BLASTX 

g2160133 

408 

7.0e-40 

142 

61 

(AC000375) Strong similarity to Arabidopsis 
gb_X91953, F19K23 . 3, F19K23 . 15 . ESTs 

gbjr21984,gb_ATTS0219,gb_ATTS0207,gb_T21984 come from this 
gene. [Arabidopsis thaliana] 

149419 

LIB3175-026-P1-K1-E10 

BLASTX 

gll5783 

538 

3.0e-55 

110 

94 
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NCBI Description 



II 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



149420 

LIB3175-026-P1-K1-E11 

BLASTN 

g!490552 

320 

1.0e-180 

354 
98 

Arabidopsis thaliana S-adenosylmethionine decarboxylase 
(SAMdc) mRNA, complete cds 

149421 

LIB3175-026-P1-K1-E12 

BLASTX 

g4455253 

616 

3.0e-64 

146 

80 

(AL035523) superoxide dismutase (EC 1.15.1.1) 
(Fe) (fragment) [Arabidopsis thaliana] 

149422 

LIB3175-026-P1-K1-E2 

BLASTX 

g3860277 

46 

5.0e-58 

142 

77 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

149423 

LIB3175-026-P1-K1-E3 

BLASTX 

g3522945 

543 

5.0e-75 

152 

95 

(AC004411) putative cytochrome P450 [Arabidopsis thaliana] 
149424 

LIB3175-026-P1-K1-E5 

BLASTN 

gll09698 

131 

1.0e-67 

231 
90 
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II 



NCBI Description A.thaliana mRNA for gibberellin 20-oxidase (1425 bp) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149425 

LIB3175-026-P1-K1-E7 

BLASTN 

g3450888 

429 

0.0e+00 

457 

99 

Arabidopsis thaliana 19S proteosome subunit 9 mRNA, 
complete cds 

149426 

LIB3175-026-P1-K1-E8 

BLASTX 

gl351017 

267 

2.0e-23 

76 

67 

40S RIBOSOMAL PROTEIN S9 (S4) >gi_629697_pir S45375 

ribosomal protein S4 - common tobacco (fragment) 
>gi_443960_emb_CAA78463_ (Z14085) RIBOSOMAL PROTEIN S4 
[Nicotiana tabacum] 



Se$. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149427 

LIB3175-026-P1-K1-F10 

BLASTN 

gl6557 

349 

0.0e+00 

380 

98 

A.thaliana TOPI mRNA for topoisomerase I 
149428 

LIB3175-026-P1-K1-F11 

BLASTX 

g4468993 

621 

6.0e-65 

117 

100 

(AL035605) putative protein [Arabidopsis thaliana] 
149429 

LIB3175-026-P1-K1-F12 

BLASTX 

g2500082 

765 

1.0e-81 

148 
97 

PHOTOSYSTEM Q(B) PROTEIN (32 KD THYLAKOID MEMBRANE PROTEIN) 
(PHOTOSYSTEM II PROTEIN Dl) >gi_984735_emb_CAA56907_ 
(X80932) photosystem II Dl protein [Vigna unguiculata] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149430 

LIB3175-026-P1-K1-F2 

BLASTX 

gl922937 

479 

2.0e-48 

102 

92 

(AC000106) Similar to Glycine SRC2 (gb_AB000130) . ESTs 
gb_H76869,gbJT21700,gb_ATTS5089 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149431 

LIB3175-026-P1-K1-F3 

BLASTX 

g2924779 

727 

3.0e-77 

149 

98 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



Seq. No. 


149432 


Seq. ID 


LIB3175-026-P1-K1-F4 


Method 


BLASTN 


NCBI GI 


gl550737 


BLAST score 


186 


E value 


1.0e-100 


Match length 


273 


% identity 


92 


NCBI Description 


A. thaliana mRNA for endomembrane- 


Seq. No. 


149433 


Seq. ID 


LIB3175-026-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g421929 


BLAST score 


501 


E value 


1.0e-57 


Match length 


139 


% identity 


13 


NCBI Description 


ubiquitin - tomato >gi_312160 emb 




ubiquitin [Lycopersicon esculentui 


Seq. No. 


149434 


Seq. ID 


LIB3175-026-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4741944 


BLAST score 


661 


E value 


1.0e-69 


Match length 


123 


% identity 


99 



(X73156) 



NCBI Description (AF134122) Lhcb2 protein [Arabidopsis thaliana] 



18975 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149435 

LIB3175-026-P1-K1-F8 

BLASTX 

g2565275 

675 

4.0e-71 

142 
85 

(AF023611) Dimlp homolog [Homo sapiens] 



149436 

LIB3175-026-P1-K1-F9 

BLASTN 

g4580745 

291 

1.0e-163 

337 
96 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC F10O3 sequence, 



Seq. No. 


149437 


Seq. ID 


LIB3175-026-P1-K1-G11 


Method 


BLASTN 


NCBI GI 


gl550737 


BLAST score 


54 


E value 


1.0e-21 


Match length 


194 


% identity 


82 


NCBI Description 


A. thaliana mRNA for endomembrane- 


Seq. No. 


149438 


Seq. ID 


LIB3175-026-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g!550738 


BLAST score 


321 


E value 


8.0e-30 


Match length 


79 


% identity 


82 


NCBI Description 


(Y08061) endomembrane-associated 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



thaliana] >gi_2982443_emb_CAA18251_ (AL022224) 
endomembrane-associated protein [Arabidopsis thaliana] 

149439 

LIB3175-026-P1-K1-G7 

BLASTX 

g3510256 

177 

9.0e-13 

63 

49 

(AC005310) unknown protein [Arabidopsis thaliana] 
149440 

LIB3175-026-P1-K1-H1 
BLASTX 



18976 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3150402 
199 

2.0e-27 

98 

71 

(AC004165) putative malonyl-CoA: Acyl carrier protein 
transacylase [Arabidopsis thaliana] 

149441 

LIB3175-026-P1-K1-H10 

BLASTX 

g4584548 

575 

1.0e-59 

116 
92 

(AL049608) putative protein [Arabidopsis thaliana] 
149442 

LIB3175-026-P1-K1-H11 

BLASTX 

g4371282 

224 

4.0e-63 

141 

85 

(AC006260) putative 60S ribosomal protein L12 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



149443 

LIB3175-026-P1-K1-H12 

BLASTX 

g2494130 

448 

3.0e-52 

110 

96 

(AC002376) Contains similarity to Glycine SRC2 
(gb_AB000130) . [Arabidopsis thaliana] 

149444 

LIB3175-026-P1-K1-H3 

BLASTX 

g4544399 

331 

8.0e-31 

131 

46 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 

149445 

LIB3175-026-P1-K1-H5 

BLASTX 

g4185505 

268 

9.0e-24 
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II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



80 
68 

(AF101038) nonspecific lipid-transf er protein precursor 
[Brassica napus] 

149446 

LIB3175-026-P1-K1-H8 

BLASTX 

g2494113 

714 

9.0e-76 

128 

100 

(AC00237 6) Strong similarity to Musa pectate lyase 
(gb_X92943). ESTs gb_AA042458, gb_ATTS4502, gb_N38552 come 
from this gene. [Arabidopsis thaliana] 

149447 . 

LIB3175-026-P1-K1-H9 

BLASTN 

g4519192 

26 

7.0e-05 

273 

86 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MBK21, complete sequence 

149448 

LIB3175-027-P1-K1-A10 

BLASTN 

g2828183 

258 

1.0e-143 

437 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPL12, complete sequence [Arabidopsis thaliana] 

149449 

LIB3175-027-P1-K1-A11 

BLASTX 

gl31372 

161 

3.0e-ll 

34 

100 

PHOTOSYSTEM II REACTION CENTRE M PROTEIN 

>gi_72719_pir F2RZM photosystem II protein psbM - rice 

chloroplast >gi_11969_emb_CAA33984_ (X15901) PSII low MW 
protein [Oryza sativa] >gi_2924261_emb_CAA77413_ (Z00044) 

PSII M-protein [Nicotiana tabacum] >gi_226687__prf 1603356M 

photosystem II low MW protein [Oryza sativa] 

149450 

LIB3175-027-P1-K1-A2 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



g2226202 
146 

4.0e-09 

90 

41 

(Y14082) hypothetical protein [Bacillus subtilis] 
>gi_2633281_emb_CAB12785_ (Z99109) similar to amino acid 
transporter [Bacillus subtilis] 

149451 

LIB3175-027-P1-K1-A4 

BLASTX 

g3914666 

319 

1.0e-29 

100 
73 

CHLOROPLAST SOS RIBOSOMAL PROTEIN L4 PRECURSOR 
>gi_2791998_emb_CAA74895_ (Y14566) ribosomal protein L4 
[Arabidopsis thaliana] >gi_27 92000_emb_CAA74 894_ (Y14565) 
ribosomal protein L4 [Arabidopsis thaliana] 

149452 

LIB3175-027-P1-K1-A5 

BLASTN 

g3985933 

204 

l.Oe-111 

208 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9E15, complete sequence [Arabidopsis thaliana] 

149453 

LIB3175-027-P1-K1-A6 

BLASTX 

g4335761 

402 

3.0e-39 

77 

97 

(AC006284) unknown protein [Arabidopsis thaliana] 
149454 

LIB3175-027-P1-K1-A7 

BLASTX 

g2129538 

715 

7.0e-76 

143 

97 

AT103 protein - Arabidopsis thaliana >gi_1033195 (U38232) 
AT103 [Arabidopsis thaliana] 

149455 

LIB3175-027-P1-K1-B10 
BLASTN 
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o 



NCBI GI 


g529643 


BLAST score 


34 


E value 


o . ue-iu 


Match length. 




s identity 




NUrsi uescript-ion 


Pinus thunbergii chloroplast DNA, complete sequence 


Seq. No. 


14 9456 


oeq. ijj 


Lilnol /O — U2 /-rl-Kl-BIZ 




D-LAo 1 A 




g^o/ozoz 


DLiiio l score 


A Ci£ 
4U 0 


E value 


7.0e-40 


Match length 


99 


% identity 


/ y 


JNurJi Description 


(AF12331G) NAC domain protein NAM [Arabidopsis thaliana] 




>gi_4325286_gb_AAD17314__ (AF123311) NAC domain protein NAM 




[Arabidopsis thaliana] 


beq. No. 


1 a n A C 1 

14 945 7 


oeq. iu 


LjIdo! /O-Uz / — rl — J\l— oo 


neuiioa 


T5T ACTY 
DliAo 1A 


NCBI GI 


gl575130 


BLAST score 


69 


E value 


5 . Qe-09 


Match length 


55 


% identity 


57 


NCBI Description 


(U58209) lumenal binding protein cBiPe3 [Zea mays] 


Seq. No. 


149458 


Seq. ID 


LIB3175-027-P1-K1-B4 


Method 


rJJjAb I A 


NCBI GI 


g4539327 


BLAST score 


95 


E value 


/ . Oe-lo 


Match length 


70 


% identity 


66 


NUBi Description 


(AL035679) putative proton pump [Arabidopsis thaliana] 


Seq. No. 


149459 


beq. id 


LIB3175-027-P1-K1-B5 




JbliilO IN 




gilDUlDO 


BLAST score 


223 


E value 


1.0e-122 


Match length 


423 


% identity 


99 


NCBI Description 


Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 




1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


149460 


Can T Pi - 

oeq. iu 


LIBol /O-027-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3337356 


BLAST score 


226 


E value 


3.0e-19 


Match length 


45 



18980 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

149461 

LIB3175-027-P1-K1-B7 

BLASTX 

gl703108 

442 

7.0e-44 

104 

85 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



149462 

LIB3175-027-P1-K1-B9 

BLASTX 

g4469023 

436 

4.0e-43 

133 

66 

(AL035602) putative protein 



[Arabidopsis thaliana] 



149463 

LIB3175-027-P1-K1-C1 

BLASTN 

g2264319 

45 

4.0e-16 

97 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXA21, complete sequence [Arabidopsis thaliana] 

149464 

LIB3175-027-P1-K1-C11 

BLASTN 

g4519192 

143 

5.0e-75 

151 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MBK21, complete sequence 

149465 

LIB3175-027-P1-K1-C12 

BLASTN 

g3449315 

62 

1.0e-26 

110 



18981 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K23L20, complete sequence [Arabidopsis thaliana] 

149466 

LIB3175-027-P1-K1-C3 

BLASTX 

g3242075 

669 

2.0e-70 

139 

93 

(Z97059) S-adenosyl-L-homocysteine hydrolase 
thaliana] 



[Arabidopsis 



149467 

LIB3175-027-P1-K1-C4 

BLASTN 

g3046847 

101 

2.0e-49 

353 

99 

Arabidopsis thaliana genomic DNA f chromosomes, TAC clone: 
K11J9, complete sequence [Arabidopsis thaliana] 

149468 

LIB3175-027-P1-K1-C5 

BLASTX 

g2262167 

660 

2.0e-69 

127 

99 

(AC002329) 
thaliana] 



cytosolic ribosomal protein S4 [Arabidopsis 



149469 

LIB3175-027-P1-K1-C7 

BLASTX 

g4586265 

523 

2.0e-53 

137 

75 

(AL049640) putative protein [Arabidopsis thaliana] 
149470 

LIB3175-027-P1-K1-C8 

BLASTX 

g2623962 

430 

2.0e-42 

90 

92 

(Y12540) isocitrate dehydrogenase (NADP+) [Apium 
graveolens] 



18982 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149471 

LIB3175-027-P1-K1-D1 

BLASTX 

gl709002 

141 

5.0e-21 

72 

74 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) >gi_1033190 
(U38186) S-adenosyl methionine synthetase [Pinus banksiana] 

149472 

LIB3175-027-P1-K1-D11 

BLASTX 

g!15783 

721 

1.0e-76 

140 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi__16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

149473 

LIB3175-027-P1-K1-D2 

BLASTN 

g3510337 

301 

1.0e-169 

454 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19E20, complete sequence [Arabidopsis thaliana] 

149474 

LIB3175-027-P1-K1-D3 

BLASTX 

gl076316 

545 

5.0e-56 

106 

98 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi__469110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



149475 

LIB3175-027-P1-K1-D5 

BLASTX 

g3738335 

333 

4.0e-31 

152 

52 



18983 



II 



NCBI Description (AC005170) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



149476 

LIB3175-027-P1-K1-D6 

BLASTN 

g4757392 

223 

1.0e-122 

255 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
K14A17, complete sequence 

149477 

LIB3175-027-P1-K1-D7 

BLASTX 

g2052383 

654 

3.0e-69 

140 
93 

(U66345) calreticulin [Arabidopsis thaliana] 
149478 

LIB3175-027-P1-K1-D8 

BLASTX 

gl!2739 

408 

6.0e-40 

119 

70 

2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68854 pir NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_44 90711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 

149479 

LIB3175-027-P1-K1-D9 

BLASTX 

gl911774 

173 

2.0e-12 

71 

39 

(S83364) putative Rab5-interacting protein (clone Ll-57} 
[human, HeLa cells, Peptide Partial, 122 aa] [Homo sapiens] 

149480 

LIB3175-027-P1-K1-E10 

BLASTX 

g4741960 

763 

1.0e-81 

140 



18984 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
149481 

LIB3175-027-P1-K1-E11 

BLASTX 

g3063465 

473 

1.0e-47 

95 
99 

(AC003981) F22013.27 [Arabidopsis thaliana] 
149482 

LIB3175-027-P1-K1-E2 

BLASTX 

g3319457 

163 

3.0e-ll 

98 

39 

(AF077542) contains similarity to O-linked GlcNAc 
transferases [Caenorhabditis elegans] 

149483 

LIB3175-027-P1-K1-E3 

BLASTN 

g3355463 

200 

1.0e-108 

284 

97 

Arabidopsis thaliana chromosome II BAC F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149484 

LIB3175-027-P1-K1-E4 

BLASTN 

g3242700 

39 

1.0e-12 

153 
89 

Arabidopsis thaliana chromosome II BAC F26B6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149485 

LIB3175-027-P1-K1-E5 

BLASTX 

g4406814 

493 

8.0e-50 

98 

100 

(AC006201) putative peptidyl-prolyl isomerase [Arabidopsis 
thaliana] 



18985 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



149486 

LIB3175-027-P1-K1-E6 

BLASTX 

g2829275 

323 

4.0e-30 

60 

100 

(AF044265) nucleoside diphosphate kinase 3 [Arabidopsis 
thaliana] >gi_3513740 (AF080118) contains similarity to 
nucleoside diphosphate kinases (Pfam: NDK.hmm, score: 
301.12) [Arabidopsis thaliana] >gi_4539375_emb_CAB40069 . 1__ 
(AL049525) nucleoside diphosphate kinase 3 (ndpk3) 
[Arabidopsis thaliana] 

149487 

LIB3175-027-P1-K1-E7 

BLASTX 

gl705677 

674 

4.0e-76 

148 

66 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG 

>gi_2118115__pir S60112 cell division control protein CDC48 

homolog - Arabidopsis thaliana >gi_1019904 (U37587) cell 
division cycle protein [Arabidopsis thaliana] 

149488 

LIB3175-027-P1-K1-E9 

BLASTN 

g3668174 

42 

2.0e-14 

50 

96 

Arabidopsis thaliana Vsp2 gene for vegetative storage 
protein, complete cds 

149489 

LIB3175-027-P1-K1-F1 

BLASTX 

gl657855 

174 

1.0e-12 

77 

45 

(U73216) cold acclimation protein WCOR413 [Triticum 
aestivum] 

149490 

LIB3175-027-P1-K1-F10 

BLASTX 

g899608 

641 

3.0e-67 
130 



18986 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



22 

(U29158) polyubiquitin [Zea mays] 
149491 

LIB3175-027-P1-K1-F11 

BLAST N 

g3643588 

283 

1.0e-158 

450 
99 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


149492 


Seq. ID 


LIB3175-027-P1-K1-F12 


Method 


nT TV O m\7 

BLASTX 


JNUbl bl 


gl644388 


BLAST score 


328 


E value 


2 . Oe-30 


Match length 


145 


% identity 


41 


NCBI Description 


(U72654) flavonoid 3' 


Seq. No. 


149493 


Seq. ID 


LIB3175-027-P1-K1-F3 


Method 


BLASTN 


NCBI GI 


g3985949 


BLAST score 


105 


E value 


2.0e-52 


Match length 


141 


% identity 


94 


NCBI Description 


Arabidopsis thaliana 




MOB24, complete seque: 


Seq. No. 


149494 


Seq. ID 


LIB3175-027-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3786017 


BLAST score 


507 


E value 


2.0e-51 


Match length 


104 


% identity 


95 



5 '-hydroxylase [Eustoma grandif lorum] 



DNA, chromosome 3, PI clone: 



NCBI Description 



(AC005499) putative non-green plastid inner envelope 
membrane protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149495 

LIB3175-027-P1-K1-F6 

BLASTN 

g2623294 

66 

1.0e-28 

157 

87 

Arabidopsis thaliana chromosome II BAC T20B5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



18987 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149496 

LIB3175-027-P1-K1-F7 

BLASTN 

g4757395 

185 

1.0e-99 

424 

99 

Arabidopsis thaliana genomic 
K21L13, complete sequence 



DNA, chromosome 5, TAC clone: 



149497 

LIB3175-027-P1-K1-F8 

BLASTX 

gl35406 

626 

2.0e-65 

118 

99 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi__99768_pir A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi__166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

149498 

LIB3175-027-P1-K1-G10 

BLASTN 

g2828185 

324 

0.0e+00 

324 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUD21, complete sequence [Arabidopsis thaliana] 



Seq. No. 


149499 


Seq. ID 


LIB3175-027-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g4158221 


BLAST score 


133 


E value 


4.0e-61 


Match length 


139 


% identity 


85 


NCBI Description 


(Y18624) reversibly glycosylated 


Seq. No. 


149500 


Seq. ID 


LIB3175-027-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl31398 


BLAST score 


471 


E value 


2.0e-47 


Match length 


113 


% identity 


84 


NCBI Description 


PHOTOSYSTEM II 10 KD POLYPEPTIDE 



>gi_72714__pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 



18988 



II 



>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04 679, gb_N37520 f 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



oeq. iNo . 


i a q t; n i 








dIjAo 1 IN 




g^t 4t oyu uz 


rSLiiio l score 




E value 


l . ue— l / u 


i v iat.cii xdiyun 


ft 3 / 






NCBI Description 


Arabidopsis thaliana 




(ESSA project) 


oeq. wo. 


/tncno 

14 youz 


Seq. ID 


LIB3175-027-P1-K1-G5 


Method 




NCBI GI 


g4589398 


BLAST score 


438 


E value 


z . ue-4o 


Match length 


1 AC 

luo 


t; luenuity 


/ 4 


NCBI Description 


(D89972) asparaginyl 


Seq. No. 


149503 


Seq. ID 


LIB3175-027-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3024697 


BLAST score 


569 


E value 


9.0e-59 


Match length 


115 


% identity 


100 


NCBI Description 


T-COMPLEX PROTEIN 1, 



T29A15 



(VmPE-lA) [Vigna mungo] 



EPSILON SUBUNIT (TCP-1-EPSIL0N) 
(CCT-EPSILON) >gi_2213618 (AC000103) F21J9.12 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



149504 

LIB3175-027-P1-K1-G7 

BLASTX 

g3983125 

624 

3.0e-65 

145 

83 

(AF097648) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 

149505 

LIB3175-027-P1-K1-G8 

BLASTN 

g2584827 

180 

1.0e-96 

329 



18989 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 
complete sequence [Arabidopsis thaliana] 



149506 

LIB3175-027-P1-K1-G9 

BLASTX 

g2811226 

460 

5.0e-46 

91 

99 

(AF042669) fimbrin 2 
(AF042671) fimbrin 2 



[Arabidopsis thaliana] 
[Arabidopsis thaliana] 



>gi__2811232 



149507 

LIB3175-027-P1-K1-H10 

BLASTX 

g2645971 

470 

3.0e-47 

100 

84 

(AF034255) reversibly glycosylated polypeptide-3 
[Arabidopsis thaliana] 

149508 

LIB3175-027-P1-K1-H2 

BLASTX 

g4586265 

254 

2.0e-49 

130 

76 

(AL049640) putative protein [Arabidopsis thaliana] 
149509 

LIB3175-027-P1-K1-H3 

BLASTN 

g4220636 

35 

2.0e-10 

123 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFB16, complete sequence [Arabidopsis thaliana] 

149510 

LIB3175-027-P1-K1-H4 

BLASTX 

gll72872 

594 

1.0e-61 

114 

98 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22*-) RD19A 



18990 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 



149511 

LIB3175-027-P1-K1-H5 

BLASTX 

g4335719 

638 

5.0e-67 

118 

100 

(AC006248) putative RING- 
[Arabidopsis thaliana] 



H2 finger protein RHGla 



149512 

LIB3175-027-P1-K1-H7 

BLASTX 

g4741952 

700 

4.0e-74 

130 

76 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
149513 

LIB3175-028-P1-K1-A1 

BLASTX 

g421929 

413 

1.0e-40 

86 

14 

ubiquitin - tomato >gi_312160_emb_CAA51679_ (X73156) 
ubiquitin [Lycopersicon esculentum] 

149514 

LIB3175-028-P1-K1-A10 

BLASTX 

gl531762 

195 

6.0e-15 

51 
75 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

149515 

LIB3175-028-P1-K1-A11 

BLASTX 

g417103 

226 

7.0e-19 

68 

69 

HISTONE H3.2, MINOR >gi 282871 pir S24346 histone 



18991 



II 



H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi__488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153__ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA584 45_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 


149516 


Seq. ID 


LIB3175-028-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3786005 


BLAST score 


504 


E value 


3. Oe-51 


Match length 


106 


% identity 


93 


NCBI Description 


(AC005499) putative phosphoethanolamine 




cytidylyltransf erase [Arabidopsis thaliana] 


Seq, No. 


149517 


Seq. ID 


LIB3175-028-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl209756 


BLAST score 


449 


E value 


8.0e-45 


Match length 


126 


% identity 


71 


NCBI Description 


(U43629) integral membrane protein [Beta vulgaris] 


Seq. No. 


149518 


Seq. ID 


LIB3175-028-P1-K1-A8 


Method 


BLASTN 


NCBI GI 


g3868723 


BLAST score 


271 


E value 


1.0e-151 


Match length 


330 


% identity 


96 


NCBI Description 


Arabidopsis thaliana chromosome V map 60.5 cM, complete 




sequence [Arabidopsis thaliana] 


Seq. No. 


149519 


Seq. ID 


LIB3175-028-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


514 


E value 


2.0e-52 



18992 



II 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 
70 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
149520 

LIB3175-028-P1-K1-B1 

BLASTX 

g2435522 

503 

4.0e-51 

126 
71 

(AF024504) contains similarity to other AMP-binding enzymes 
[Arabidopsis thaliana] 

149521 

LIB3175-028-P1-K1-B10 

BLASTN 

g4309719 

.202 

1.0e-110 

266 

94 

Arabidopsis thaliana chromosome II BAC T30D6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


149522 


Seq. ID 


LIB3175-028-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3915826 


BLAST score 


502 


E value 


5.0e-51 


Match length 


119 


% identity 


80 


NCBI Description 


60S RIBOSOMAL PROTEIN L5 


Seq. No. 


149523 


Seq. ID 


LIB3175-028-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g231586 


BLAST score 


223 


E value 


3.0e-18 


Match length 


100 


% identity 


54 


NCBI Description 


ATP SYNTHASE BETA CHAIN, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_82027jpir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA41401_ (X584 98) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 

149524 

LIB3175-028-P1-K1-B5 

BLASTX 

g464621 

217 

9.0e-18 
94 



18993 



© 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystal linum] 



149525 

LIB3175-028-P1-K1-B6 

BLASTX 

gl363489 

841 

1.0e-90 

154 
99 

thioglucosidase (EC 3.2.3.1) 3D precursor ■ 
thaliana >gi_984052_emb_CAA61592_ (X89413) 
glucohydrolase [Arabidopsis thaliana] 



■ Arabidopsis 
thioglucoside 



149526 

LIB3175-028-P1-K1-B7 

BLASTX 

g2132124 

279 

8.0e-25 

102 

54 

hypothetical protein YOR304w - yeast (Saccharomyces 
cerevisiae) >gi_1420671_emb_CAA99622_ (Z75212) ORF YOR304w 
[Saccharomyces cerevisiae] 



Seq. No. 


149527 


Seq. ID 


LIB3175-028-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl619300 


BLAST score 


309 


E value 


2.0e-28 


Match length 


66 


% identity 


85 


NCBI Description 


(X95269) LRR protein [Lycopersicon esculentum] 


Seq. No. 


149528 


Seq. ID 


LIB3175-028-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


gll9350 


BLAST score 


579 


E value 


5.0e-60 


Match length 


112 


% identity 


99 


NCBI Description 


ENOLASE ( 2 -PHOS PHOGL YCERAT E DEHYDRATASE) 



( 2 -PHOS PHO-D-GLYCERATE HYDRO-LYASE) >gi_81608__pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 



18994 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149529 

LIB3175-028-P1-K1-C11 

BLASTN 

g2351069 

172 

7.0e-92 

391 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSH12, complete sequence [Arabidopsis thaliana] 

149530 

LIB3175-028-P1-K1-C12 

BLASTN 

g3643588 

207 

1.0e-113 

403 

99 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149531 

LIB3175-028-P1-K1-C2 

BLASTX 

g3033384 

108 

3.0e-42 

141 

63 

(AC004238) putative CTP synthase [Arabidopsis thaliana] 
149532 

LIB3175-028-P1-K1-C3 

BLASTX 

gl888557 

331 

8.0e-31 

81 
74 

(U89841) diadenosine 5', 5' 1 '-PI, P4-tetraphosphate hydrolase 
[Lupinus angustifolius] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



149533 

LIB3175-028-P1-K1-C5 

BLASTX 

g345829 

315 

6.0e-29 

96 

64 

ubiquitin carrier protein E2 - human 
149534 

LIB3175-028-P1-K1-C6 

BLASTX 

g2191132 



18995 



• 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



453 

4.0e-45 

140 

74 

(AF007269) contains weak similarity to nebulin [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149535 

LIB3175-028-P1-K1-C7 

BLASTX 

g3450842 

284 

3.0e-27 

112 

61 

(AF080436) 
sativa] 



mitogen activated protein kinase kinase [Oryza 



149536 

LIB3175-028-P1-K1-C8 

BLASTX 

g2191184 

630 

6.0e-66 

142 

90 

(AF007271) Similar to sodium/hydrogen exchanger; coded for 
by A. thaliana cDNA T75860 [Arabidopsis thaliana] 

149537 

LIB3175-028-P1-K1-C9 

BLASTX 

g2369714 

402 

2.0e-39 

85 

95 

(Z97178) elongation factor 2 [Beta vulgaris] 
149538 

LIB3175-028-P1-K1-D1 

BLASTX 

g2062161 

64 

2.0e-55 

126 

60 

(AC00164 5) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



149539 

LIB3175-028-P1-K1-D10 

BLASTX 

g2244750 

718 

3.0e-76 
147 



18996 



• 



io laeiiLiLy 




inujdi uescrip uion 


(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 




>gi oUooo/y (Aruoyooi) o-adenosyi-L-nomocysteme riydrolase 




L/ixaoiaopsis unananaj 


oeq. jno. 


i yi q c: a n 

14 yo4u 


Qnrr Tn 

oeq. iu 


lillDOl /j-U^O rl J\l Dll 


Mo*! - rt /^/H 
l v ltr L.1KJVJ. 








BLAST score 


259 


E value 


1.0e-144 


ridtcn lenyun 


4 ID 


-s identity 


QQ 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F22K18 




vcjbo/iii project; 


Seq. No. 


149541 


Qarr TVS 


t ttj^i "7 £ — n 9 a*_TDl tri mo 
JjIdoI / o — UZc^rl — J\l — JJl^: 


Mq 1 )" V| S\fA 

1X1 fc2 UllvJtJ. 


J31ltV.O 1 IN 


IN^JjI vjl 




BLAST score 


197 


E value 


1.0e-107 


LYiaucn lengun 




% identity 


y / 


nldI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MAH20, complete sequence [Arabidopsis thaliana] 


Seq. No. 


"1 A f\ C A O 

149542 


oeq, id 


lilool /O-Uzo-rl-Kl-Db 




Dlirio 1 LN 


MfRT (IT 




BLAST score 


234 


E value 


1.0e-129 


ixiatcn iengr.n 




% identity 


1UU 


NCBI Description 


Arabidopsis thaliana AP2 domain containing protein RAP2.12 




niRNA/ partial cds 


Seq. No. 


149543 


oeq. iu 


LIBol /o-(Jzo-Pl-Kl-D / 






NCBI GI 


g3158376 


BLAST score 


405 


E value 


i . ue-jy 


Match length 


120 


% identity 


o 
Do 


NCBI Description 


(AF035385) unknown [Arabidopsis thaliana] 


Seq. No. 


1 A C\ C A A 

149544 


beq. id 


TX'D'OITC nOO Til TV *t TIT 

LIBJ1 /o-U2o-Pl-Kl-El 


ixiennoa 




NCBI GI 




BLAST score 


603 


E value 


7.0e-63 


Match length 


118 


% identity 


99 


NCBI Description 


(AL035538) glycine hydroxymethyltransf erase like protein 



18997 



II 



[Arabidopsis thaliana] 



Corr Ma 


1 A R 

1 *± C7 0 fl D 


Seq. ID 


LIB3175-028-P1-K1-E10 


Method 


BLASTX 




gi / iuiol 


oLiAbi score 


*7 r> o 


E value 


Z . ue- /4 


Matcn length 


loo 


% identity 


98 


NCBI Description 


(U72711) proline lmmopeptidase [Arabidopsis 


o e q • in o . 


1 /I Q R /I £ 

14 y o 4 o 


Seq. ID 


LIB3175-028-P1-K1-E12 


Method 


BLASTN 


INUrJl bl 


gz4 Joolu 


bLAoi score 


zl / 


E value 


l . Oe-llo 


lyiatcn lengun 


4U4 


•s identity 


A O 

98 


NCBI Description 


Arabidopsis thaliana BAG TM017A05 


oeq. lno. 


1 /I Q A 1 

14 yo4 / 


oeq. ljj 


T TTa*31 *7 R HOC. D1 VI T70 


Method 


BLASTN 


NCBI GI 


g3449329 


BLAST score 


262 


E value 


1. Oe-145 


-ft ft |_ ^_V_ 1 | i 

Match length 


379 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MDH9, complete sequence [Arabidopsis thalian; 


oeq. lno. 


14 y 04o 


Seq. ID 


LIB3175-028-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g3I76701 


BLAST score 


181 


E value 


2.0e-97 


Match length 


235 


% identity 


94 



5, PI clone: 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana chromosome II BAC T20K24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149549 

LIB3175-028-P1-K1-E4 

BLASTN 

g4741939 

167 

4.0e-89 

239 

93 

Arabidopsis thaliana Lhca2 protein (Lhca2) mRNA, complete 
cds 



Seq. No. 
Seq. ID 



149550 

LIB3175-028-P1-K1-E5 



18998 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4741940 

593 

1.0e-61 

108 
67 

(AF134120) 



Lhca2 protein [Arabidopsis thaliana] 



149551 

LIB3175-028-P1-K1-E6 

BLASTX 

g99698 

667 

3.0e-70 

150 

85 

glutamate — ammonia ligase (EC 6.3.1.2), cytosolic (clone 
lambdaAtgskb6) - Arabidopsis thaliana 

149552 

LIB3175-028-P1-K1-E7 

BLASTX 

g4539408 

145 

1.0e-10 

65 

63 

(AL049524) putative alpha NAC [Arabidopsis thaliana] 
149553 

LIB3175-028-P1-K1-E9 

BLASTX 

g3024697 

379 

1.0e-36 

76 

100 

T-COMPLEX PROTEIN 
(CCT-EPSILON) >gi 
thaliana] 



1, EPSILON SUBUNIT (TCP-1-EPSILON) 
2213618 (AC000103) F21J9.12 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



149554 

LIB3175-028-P1-K1-F10 

BLASTX 

gl518540 

368 

2.0e-44 

107 

89 

(U53418) UDP-glucose dehydrogenase 
149555 

LIB3175-028-P1-K1-F12 

BLASTX 

g4741940 

311 

7.0e-29 



[Glycine max] 



18999 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 
100 

(AF134120) Lhca2 protein [Arabidopsis thaliana] 
149556 

LIB3175-028-P1-K1-F2 

BLASTX 

g2894574 

679 

9.0e-72 

127 

100 

(AL0218 90) peroxidase prxrl [Arabidopsis thaliana] 
>gi_2961341_emb_CAA18099.1_ (AL022140) peroxidase prxrl 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



149557 

LIB3175-028-P1-K1-F3 

BLASTN 

g2842474 

39 

5.0e-13 

71 

89 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F20O9 



149558 

LIB3175-028-P1-K1-F4 

BLASTX 

g3929649 

138 

7.0e-09 

40 

68 

(AJ131205) mitochondrial NAD-dependent malate dehydrogenase 
[Arabidopsis thaliana] 

149559 

LIB3175-028-P1-K1-F6 

BLASTX 

g2317729 

744 

3.0e-79 

141 

98 

(AF013627) reversibly glycosylated polypeptide-1 
[Arabidopsis thaliana] 

149560 

LIB3175-028-P1-K1-F7 

BLASTX 

g2317729 

266 

6.0e-42 

98 

90 



19000 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF013627) reversibly glycosylated polypeptide-1 
[Arabidopsis thaliana] 

149561 

LIB3175-028-P1-K1-F8 

BLASTX 

gll70503 

506 

1.0e-51 

100 

99 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_einb_CAA46188_ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149562 

LIB3175-028-P1-K1-F9 

BLASTX 

g3914442 

443 

4.0e-44 

126 

71 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

149563 

LIB3175-028-P1-K1-G1 

BLASTN 

g!490552 

126 

1.0e-64 

134 

99 

Arabidopsis thaliana S-adenosylmethionine decarboxylase 
(SAMdc) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149564 

LIB3175-028-P1-K1-G10 

BLASTN 

gl6316 

216 

1.0e-118 

272 
99 

A. thaliana gene for histone Hl-i 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



149565 

LIB3175-028-P1-K1-G11 

BLASTX 

g2960364 

442 

5.0e-44 
106 



19001 



II 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



76 

(AJ224986) cinnamoyl CoA reductase [Populus balsamif era 
subsp . trichocarpa] 

149566 

LIB3175-028-P1-K1-G2 

BLASTN 

gl209241 

64 

5.0e-28 

108 

90 

Arabidopsis thaliana metallothionein mRNA sequence 
149567 

LIB3175-028-P1-K1-G4 

BLASTN 

g2459406 

139 

2.0e-72 

271 

100 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149568 

LIB3175-028-P1-K1-G5 

BLASTX 

g416681 

239 

5.0e-20 

109 

41 

ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 

>gi_280404_pir S26198 H+-transporting ATP synthase (EC 

3.6.1.34) delta chain precursor, chloroplast - common 
tobacco >gi_19787_emb_CAA45153_ (X63607) chloroplast ATP 
synthase (delta subunit) [Nicotiana tabacum] 

149569 

LIB3175-028-P1-K1-G6 

BLASTX 

g!061040 

569 

7.0e-59 

108 

98 

(X89867) sterol-C-methyltransf erase [Arabidopsis thaliana] 

>gi_1587694j?rf 2207220A sterol C-methyltransf erase 

[Arabidopsis thaliana] 

149570 

LIB3175-028-P1-K1-G8 

BLASTX 

g4388726 

727 

3.0e-77 



19002 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145 
98 

(AC006413) putative 12-oxophytodienoate-lO, 11-reductase 
[Arabidopsis thaliana] 

149571 

LIB3175-028-P1-K1-H10 

BLASTX 

g266731 

157 

5.0e-42 

130 

74 

PHENYLALANINE AMMONIA-LYASE 1 >gi_282927_pir S25303 

phenylalanine ammonia- lyase (EC 4.3.1.5) - garden pea 
>gi_217980_dbj_BAA00885_ (D10001) phenylalanine 
ammonia-lyase [Pisum sativum] >gi_217982_dbj_BAA00886_ 
(D10002) phenylalanine ammonia-lyase [Pisum sativum] 

149572 

LIB3175-028-P1-K1-H11 

BLASTN 

gl402874 

325 

0.0e+00 

376 

99 

A. thaliana 81kb genomic sequence 
149573 

LIB3175-028-P1-K1-H3 

BLASTX 

g832876 

277 

6.0e-25 

59 

86 

(L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149574 

LIB3175-028-P1-K1-H4 

BLASTN 

g3068806 

146 

8.0e-77 

158 

98 

Arabidopsis thaliana Skpl homolog 
cds 



{ SKPla ) mRNA, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



149575 

LIB3175-028-P1-K1-H7 

BLASTN 

g4468103 

339 



19003 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



0.0e+00 

351 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone M3E9 
(ESSA project) 

149576 

LIB3175-028-P1-K1-H8 

BLASTN 

g3228389 

189 

1.0e-102 

460 
96 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 

149577 

LIB3175-028-P1-K1-H9 

BLASTX 

g2129769 

182 

2.0e-13 

98 
52 

xyloglucan endo-transglycosylase precursor - Arabidopsis 
thaliana >gi_944810_dbj_BAA09783_ (D63508) endo-xyloglucan 
transferase [Arabidopsis thaliana] 

149578 

LIB3175-029-P1-K1-A1 

BLASTX 

g4090884 

527 

6.0e-54 

104 

97 

(AF025333) vesicle-associated membrane protein 7B; 
synaptobrevin 7B [Arabidopsis thaliana] 

149579 

LIB3175-029-P1-K1-A10 

BLASTX 

g4337175 

290 

2.0e-47 

127 

77 

(AC006416) 
gb_T04111, 
gb_R90004, 

gb_AA720210 come from this gene. [Arabidopsis thaliana] 
149580 

LIB3175-029-P1-K1-A11 
BLASTN 
g4206766 



ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 



19004 



BLAST score 


235 


E value 


1.0e-129 




267 


15 XUtSIl LX L.y 


Q7 


JN^oX JJcoUlipLlOn 


idxTaJjlCLupblo L.llciXXd.Ild. yXyCXIlc 




/ fZR P^ Q ^ ttiRNZX nrnnTtl (=»"f"<3 pHq 
\\jf\rOO) ilLIMNrl/ t^UIll^-'X ti tc 


beq. 1NO. 




uctji XJJ 


LIDOl / J IrX I\.X rlZ. 




DLnO 1 A. 


NCBI GP 


g!669387 


BLAST score 


513 


E value 




1x10.1.011 xeriytn 


cm 


t> iuciiLii.y 


QQ 




\ u 1 1 / autxii ^ [niauiuupoio 


beq. no. 




oct|. XU 


JLtXDOX/J U^i? tX J\X .riO 




■DXiriO 1 A 


NCBI GI 


a99688 


BLAST score 


666 


E value 


3.0e-70 


Match length 


130 


% identity 


99 


NCBI Description 


translation elongation factor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana >gi_295789_emb_CAA34456_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 

149583 

LIB3175-029-P1-K1-A5 

BLASTX 

g2497753 

263 

7.0e-23 

95 

49 

NONSPECIFIC LIPID-TRANSFER PROTEIN 3 PRECURSOR (LTP 3) 
>gi_1321915_emb_CAA65477_ (X96716) lipid transfer protein 
[Prunus dulcis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149584 

LIB3175-029-P1-K1-A6 

BLASTX 

g2688824 

283 

4.0e-25 

130 

52 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



149585 

LIB3175-029-P1-K1-A7 

BLASTN 

g4519183 

397 



19005 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

420 

99 

Arabidopsis thaliana genomic DNA f chromosome 5, TAC clone: 
K15C23, complete sequence 

149586 

LIB3175-029-P1-K1-A8 

BLASTX 

gl086263 

313 

8.0e-29 

126 

52 

TMV resistance protein N - tobacco (Nicotiana glutinosa) 
>gi_558887 (U15605) N [Nicotiana glutinosa] 

149587 

LIB3175-029-P1-K1-A9 

BLASTN 

g3766106 

156 

3.0e-82 

423 

97 

Arabidopsis thaliana chromosome 1 BAC F9K20 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149588 

LIB3175-029-P1-K1-B1 

BLASTN 

g3449331 

63 

3.0e-27 

143 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNC17, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149589 

LIB3175-029-P1-K1-B10 

BLASTX 

gll5783 

697 

9.0e-74 

138 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



149590 

LIB3175-029-P1-K1-B11 

BLASTX 

g2497753 

276 



19006 



© 



E value 
Match length 
% identity . 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-24 

110 

49 

NONSPECIFIC LIPID- TRANSFER PROTEIN 3 PRECURSOR (LTP 3) 
>gi__1321915_emb_CAA65477_ (X96716) lipid transfer protein 
[Prunus dulcis] 

149591 

LIB3175-029-P1-K1-B12 

BLASTN 

g3766106 

170 

9.0e-91 

292 
98 

Arabidopsis thaliana chromosome 1 BAC F9K20 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149592 

LIB3175-029-P1-K1-B2 

BLASTX 

gll9143 

714 

1.0e-75 

138 

99 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 

(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 

(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

149593 

LIB3175-029-P1-K1-B3 

BLASTX 

gl486472 

578 

8.0e-60 

128 

88 

(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] 

149594 

LIB3175-029-P1-K1-B4 

BLASTN 

g4469002 

339 

0.0e+00 

413 

58 

Arabidopsis thaliana DNA chromosome 4, BAC clone T29A15 



19007 



(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149595 

LIB3175-029-P1-K1-B6 

BLASTX 

g3122622 

215 

2.0e-31 

111 

63 

PHOSPHOENOLPYRUVATE CARBOX YK I NAS E (ATP) >gi_22 67237 
(U70473) PEP carboxykinase [Candida albicans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149596 

LIB3175-029-P1-K1-B7 

BLASTX 

g267136 

287 

5.0e-26 

96 

67 

PLASMA MEMBRANE INTRINSIC PROTEIN 2C (WATER-STRESS INDUCED 
TONOPLAST INTRINSIC PROTEIN) (WSI-TIP) 

>gi_217869_dbj_BAA02520_ (D13254) transmembrane channel 
protein [Arabidopsis thaliana] >gi_4371283_gb_AAD18141_ 
(AC006260) putative plasma membrane intrinsic protein 2C 

[Arabidopsis thaliana] >gi_384324_prf 1905411A 

transmembrane channel [Arabidopsis thaliana] 



149597 

LIB3175-029-P1-K1-B8 

BLASTN 

g2584827 

219 

1.0e-120 

238 

99 

Arabidopsis thaliana chromosome 1 BAC F12F1 
complete sequence [Arabidopsis thaliana] 



sequence , 



149598 

LIB3175-029-P1-K1-B9 

BLASTX 

g3482924 

326 

3.0e-30 

119 

55 

(AC003970) Highly similar to cinnamyl alcohol 
dehydrogenase, gi_1143445 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



149599 

LIB3175-029-P1-K1-C1 

BLASTN 

g4467094 

159 

3.0e-84 



19008 



Match length 

% identity 

NCBI Description 



€1 

268 
89 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F20D10 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149600 

LIB3175-029-P1-K1-C10 

BLASTN 

g2244991 

445 

0.0e+00 

449 

100 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



149601 

LIB3175-029-P1-K1-C11 

BLASTX 

gl20667 

477 

5.0e-48 

107 

87 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

149602 

LIB3175-029-P1-K1-C12 

BLASTX 

g4507703 

202 

1.0e-15 

148 

34 

tumor suppressing subtransferable candidate 1 
>gi_2655037_gb_AAC51911_ (AF019952) tumor suppressing STF 
cDNA 1 [Homo sapiens] 

149603 

LIB3175-029-P1-K1-C2 

BLASTX 

g2961390 

647 

9.0e-73 

134 ^ 
100 

(AL022141) beta-galactosidase like protein [Arabidopsis 
thaliana] 

149604 

LIB3175-029-P1-K1-C3 



19009 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2264304 

217 

1.0e-118 

421 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBG8, complete sequence [Arabidopsis thaliana] 

149605 

LIB3175-029-P1-K1-C6 

BLASTX 

g4455253 

506 

2.0e-60 

139 

86 

(AL035523) superoxide dismutase (EC 1.15.1.1) 
(Fe) (fragment) [Arabidopsis thaliana] 

149606 

LIB3175-029-P1-K1-C7 

BLASTX 

gl402876 

767 

6.0e-82 

159 

97 

(X98130) putative phosphate permease [Arabidopsis thaliana] 
>gi_1495255_emb_CAA66116__ (X97484) orfOl [Arabidopsis 
thaliana] 

149607 

LIB3175-029-P1-K1-C8 

BLASTX 

gll70601 

313 

1.0e-28 

151 

41 

FRUIT PROTEIN PKIWI502 >gi_1085869_pir S48036 hypothetical 

protein - kiwi fruit >gi_450237 (L27809) pKIWI502 
[Actinidia deliciosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



149608 

LIB3175-029-P1-K1-C9 

BLASTN 

g3849811 

431 

0.0e+00 

439 

100 

Arabidopsis thaliana chromosome I BAC T2P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149609 

LIB3175-029-P1-K1-D1 



19010 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl345595 

653 

1.0e-68 

135 
98 

14-3-3-LIKE PROTEIN GF14 LAMBDA {14-3-3-LIKE PROTEIN AFT1) 

>gi_1084332_pir S53727 14-3-3-like protein (ATF1) - 

Arabidopsis thaliana >gi_953221 (U02565) 14-3-3-like 
protein 1 [Arabidopsis thaliana] >gi_1549404 (U68545) GF14 
lambda [Arabidopsis thaliana] 



C 1 JT VT y-v 

beq. No. 


14 yoiu 


beq. iu 




Method 


BLASTX 


NCBI GI 


g2924512 


BLAST score 


61 


E value 


1 . Oe-43 


Match length 


133 


identity 


56 


NCBI Description 


(AL022023) beta-galactosidase-like protein [Arabidopsis 




thaliana] 


Seq. No. 


149611 


Seq. ID 


LIB3175-029-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g4 5 67-20 7 


BLAST score 


812 


E value 


3. Oe-87 


Match length 


155 


% identity 


98 


NCBI Description 


(AC007168) unknown protein [Arabidopsis thaliana] 


Seq. No. 


149612 


Seq. ID 


t monc Aon m *r^i ni o 

LIB3175-029-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2342727 


BLAST score 


540 


E value 


2 . Oe-55 


Match length 


134 


% identity 


77 


NCBI Description 


(AC002341) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


149613 


Seq. ID 


LIB3175-029-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4585882 


BLAST score 


740 


E value 


9.0e-79 


Match length 


141 


% identity 


99 


NCBI Description 


(AC005850) PSI type III chlorophyll a/b-binding protein 




[Arabidopsis thaliana] 


Seq. No. 


149614 


Seq. ID 


LIB3175-029-P1-K1-D3 


Method 


BLASTX 



19011 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl32110 
680 

9.0e-72 

129 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149615 

LIB3175-029-P1-K1-D4 

BLASTX 

g2218152 

778 

3.0e-83 

150 

92 

(AF005279) type Ilia membrane protein cp-wapl3 [Vigna 
unguiculata] 

149616 

LIB3175-029-P1-K1-D5 

BLASTX 

gl203832 

128 

8.0e-15 

92 

46 

(U46003) beta-D-glucan exohydrolase, isoenzyme Exoll 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

149617 

LIB3175-029-P1-K1-D7 

BLASTX 

g3169028 

205 

5.0e-16 

81 
47 

(AL023702) putative cationic amino acid transporter 
[Streptomyces coelicolor] 

149618 

LIB3175-029-P1-K1-D8 

BLASTX 

gll71993 

687 

1.0e-72 

143 

95 

PHENYLALANINE AMMONIA- LYASE 2 >gi_107 637 0_pir S52991 

phenylalanine ammonia-lyase (EC 4.3.1.5) - Arabidopsis 
thaliana >gi_497421 (L33678) phenylalanine ammonia lyase 



19012 



[Arabidopsis thaliana] 



oeq. iNO • 


1 A Q£1 Q 

1 4 .7 O.l -7 


Seq. ID 


LIB3175-029-P1-K1-D9 


Method 


BLASTX 


NUdI bl 


r*A a an *5 o o 
g4 4 yu y 


BLAST score 


4 41 


E value 


Q Art A A 

o . ue-4 4 


Match length 


lUb 


% identity 


oU 


NCBI Description 


(ALUJbooo) extensin- 


oeq. JNO . 


14 i?OZU 




T.TR^l 7S-H9Q-P1 -K1 -F1 


Method 


BLASTX 


NCBI GI 


g2129727 


BLAST score 


167 


E value 


1.0e-ll 


Match length 


72 


% identity 


56 


NCBI Description 


RNA-binding protein 



- Arabidopsis thaliana >gi_1174153 
(U44134) RNA-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149621 

LIB3175-029-P1-K1-E11 

BLASTX 

gll74847 

823 

2.0e-88 

158 

97 

UBIQUITIN-CONJUGATING ENZYME E2-21 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 4) {UBIQUITIN CARRIER PROTEIN 4) >gi_431266 (L19354) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 



149622 

LIB3175-029-P1-K1-E12 

BLASTX 

gll5783 

470 

1.0e-74 

149 

96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149623 

LIB3175-029-P1-K1-E2 

BLASTX 

gl35467 

142 

7.0e-81 

154 
95 

TUBULIN BETA- 4 CHAIN >gi_2129546_pir S68122 beta-tubulin 4 



19013 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



- Arabidopsis thaliana >gi_166640 (M21415) beta-tubulin 
[Arabidopsis thaliana] 

149624 

LIB3175-029-P1-K1-E3 

BLASTN 

g4159708 

216 

1.0e-118 

472 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MKP6, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



149625 

LIB3175-029-P1-K1-E4 

BLASTX 

g2129659 

332 

5.0e-31 

121 

62 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] 

149626 

LIB3175-029-P1-K1-E5 

BLASTX 

g4566505 

520 

6.0e-53 

150 

65 

(AF102868) beta-D-glucan exohydrolase isoenzyme Exol 
[Hordeum vulgare] 

149627 

LIB3175-029-P1-K1-E6 

BLASTX 

g399013 

556 

3*0e-57 

111 

99 

ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANS LOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP, ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175__emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

149628 

LIB3175-029-P1-K1-E8 

BLASTX 

g625977 

436 



19014 



CI 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-43 

86 

99 

p4 0 protein homolog - Arabidopsis thaliana >gi_402904 
(U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 

149629 

LIB3175-029-P1-K1-E9 

BLASTX 

g3785981 

499 

1.0e-50 

127 
72 

(AC005560) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149630 

LIB3175-029-P1-K1-F1 

BLASTX 

g2062161 

689 

8.0e-73 

134 

50 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



149631 

LIB3175-029-P1-K1-F10 

BLASTX 

g4585882 

531 

3.0e-54 

125 

84 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

149632 

LIB3175-029-P1-K1-F11 

BLASTN 

g4582428 

165 

1.0e-87 

345 

99 

Arabidopsis thaliana chromosome II BAC T18C20 genomic 
sequence, complete sequence 

149633 

LIB3175-029-P1-K1-F12 

BLASTN 

g3212846 

374 

0.0e+00 



19015 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



411 
97 

Arabidopsis thaliana chromosome II BAG F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149634 

LIB3175-029-P1-K1-F2 

BLASTN 

g4432847 

41 

1.0e-14 

73 
89 

Arabidopsis thaliana chromosome II BAG F13B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149635 

LIB3175-029-P1-K1-F3 

BLASTX 

gl706551 

233 

2.0e-19 

97 

46 

GLUCAN ENDO-l,3-BETA-GLUCOSIDASE PRECURSOR 

( ( l->3 ) -BETA-GLUCAN ENDOHYDROLASE ) ( { l->3 ) -BETA-GLUCANASE ) 
( BETA- 1 , 3 -ENDOGLUCANAS E ) >gi_924953 (U30323) beta 
1,3-glucanase [Triticum aestivum] 



149636 

LIB3175-029-P1-K1-F4 

BLASTN 

g4582411 

403 

0.0e+00 

455 

100 

Arabidopsis thaliana chromosome 1 
complete sequence 

149637 

LIB3175-029-P1-K1-F5 

BLASTX 

g2982262 

42 

4.0e-32 

156 

48 

(AF051214) 
mar i ana] 



BAC T23K8 sequence, 



probable glutathione S-transf erase [Picea 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



149638 

LIB3175-029-P1-K1-F7 

BLASTX 

g2244825 

412 

2.0e-40 



19016 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



124 
72 

(Z97336) light induced protein homolog [Arabidopsis 
thaliana] 



149639 

LIB3175-029-P1-K1-F8 

BLASTX 

g3212116 

200 

2.0e-15 

123 
36 

(Y17393) prefoldin subunit 2 



[Mus musculus] 



149640 

LIB3175-029-P1-K1-F9 

BLASTX 

g2129549 

454 

3.0e-45 

84 

100 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK19 - 

Arabidopsis thaliana >gi_2129551_pir S71778 

calcium-dependent protein kinase 19 - Arabidopsis thaliana 
>gi_836942 (U20624) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836948 (U20627) 
calcium-dependent protein kinase [Arabidopsis thaliana] 

149641 

LIB3175-029-P1-K1-G1 

BLASTX 

g3183568 

245 

1.0e-20 

130 

42 

HYPOTHETICAL 45.1 KD PROTEIN IN CDD-MGLC INTERGENIC REGION 
149642 

LIB3175-029-P1-K1-G10 

BLASTX 

g4503363 

534 

1.0e-54 

159 
59 

dolichyl-phosphate mannosyltransf erase polypeptide 1 
>giJ3062806_dbj_BAA25646_ (D86198) 
dolichol-phosphate-mannose synthase [Homo sapiens] 

149643 

LIB3175-029-P1-K1-G11 

BLASTX 

g2369714 

660 



19017 



II 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-69 

156 

81 

(Z97178) elongation factor 2 [Beta vulgaris] 
149644 

LIB3175-029-P1-K1-G12 

BLASTX 

g2 66336 

247 

5.0e-21 

129 
36 

EUKARYOTIC 
>gi_109295 



INITIATION FACTOR 4A-I (EIF-4A-I) 
pir S13269 initiation factor eIF-4A - rabbit 



149645 

LIB3175-029-P1-K1-G2 

BLASTX 

g3859659 

380 

4.0e-37 

131 

72 

(AL031394) putative potassium transporter AtKTSp (AtKT5) 
[Arabidopsis thaliana] 



Seq. No, 


149646 


Seq. ID 


LIB3175-029-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g529353 


BLAST score 


316 


E value 


3.0e-29 


Match length 


90 


% identity 


59 


NCBI Description 


(U12757) diphenol oxidase [Acer 


Seq. No. 


149647 


Seq. ID 


LIB3175-029-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gll5385 


BLAST score 


727 


E value 


3.0e-77 


Match length 


139 


% identity 


100 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

149648 

LIB3175-029-P1-K1-G7 

BLASTX 

g3861153 

291 

4.0e-26 

98 

55 



19018 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AJ235272) CYANELLE 60S RIBOSOMAL PROTEIN L20 (rplT) 
[Rickettsia prowazekii] 

149649 

LIB3175-029-P1-K1-G8 

BLASTN 

g4757415 

426 

0.0e+00 

458 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYN21, complete sequence 

149650 

LIB3175-029-P1-K1-G9 

BLASTX 

gll70606 

356 

9.0e-34 

88 

78 

ADENYLATE KINASE, CHLOROPLAST (ATP- AMP TRANS PHOSPHORYLASE) 

>gi_629863_pir S45634 adenylate kinase {EC 2.7.4.3), 

chloroplast - maize >gi_3114421_pdb_lZAK_A Chain A, 
Adenylate Kinase From Maize In Complex With The Inhibitor 
PI, P5-Bis (Adenosine-S'-Jpentaphosphate (Ap5a) 
>gi_3114422_pdb_lZAK_B Chain B, Adenylate Kinase From Maize 
In Complex With The Inhibitor 
PI, P5-Bis (Adenosine-5 T -)pentaphosphate (Ap5a) 

149651 

LIB3175-029-P1-K1-H1 

BLASTN 

g3068702 

67 

3.0e-29 

95 

93 

Arabidopsis thaliana putative transmembrane protein Glp 
(AtGl), putative nuclear DNA-binding protein G2p (AtG2) , 
Eml protein (ATEM1) , putative chlorophyll synthetase 
(AtG4), putative transmembrane protein G5p (AtG5) , put 

149652 

LIB3175-029-P1-K1-H10 

BLASTX 

g4468802 

766 

8.0e-82 

153 

99 

(AL035601) cytochrome p450-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



149653 

LIB3175-029-P1-K1-H12 



19019 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLA5TX 

g2119846 

660 

2.0e-69 

127 

97 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[ArabidopSis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 


149654 


Seq. ID 


LIB3175-029-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3044218 


BLAST score 


418 


E value 


5 . Oe-41 


Match length 


110 


% identity 


75 


NCBI Description 


(AE057144) signal peptidase [Arabidopsis thaliana] 


Seq. No. 


149655 


Seq. ID 


LIB3175-029-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g4218123 


BLAST score 


176 


E value 


2.0e-29 


Match length 


129 


% identity 


60 


NCBI Description 


(AL035353) photosystem I subunit PSI-E-like protein 




[Arabidopsis thaliana] 


Seq. No. 


149656 


Seq. ID 


LIB3175-029-P1-K1-H4 


Method 


BLASTN 


NCBI GI 


g3241925 


BLAST score 


199 


E value 


1.0e-108 


Match length 


478 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MOK9, complete sequence [Arabidopsis thaliana] 


Seq. No. 


149657 


Seq. ID 


LIB3175-029-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


gl708313 


BLAST score 


548 


E value 


3.0e-56 


Match length 


113 



clone: 



% identity 

NCBI Description 



99 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi_999396_bbs_163637 
(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 



19020 



II 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



149658 

LIB3175-029-P1-K1-H6 

BLASTN 

g3869072 

136 

1.0e-70 

196 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJB24 f complete sequence [Arabidopsis thaliana] 

149659 

LIB3175-029-P1-K1-H7 

BLASTX 

g3024434 

440 

1.0e-43 

111 

82 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_2564337_db j_BAA22951_ 
(D88663) Tat binding protein 1 [Brassica rapa] 

149660 

LIB3175-029-P1-K1-H8 

BLASTN 

gl6363 

36 

6.0e-ll 

56 

91 

A. thaliana LhblB2 gene for photosystem II chlorophyll a/b 
binding protein 

149661 

LIB3175-029-P1-K1-H9 

BLASTX 

gll70689 

318 

1.0e-32 

82 

85 

SERINE/THREONINE-PROTEIN KINASE ATPK1/ATPK6 

>gi_625979_pir A54141 ribosomal protein S6 kinase (EC 

2.7.1.-) Atpkl - Arabidopsis thaliana 

>gi_2129542_pir S68462 ATPK6 protein - Arabidopsis 

thaliana >gi_914080_bbs_160873 ATPK6=ribosomal -protein S6 
kinase homolog [Arabidopsis thaliana, Peptide, 4 65 aa] 
>gi_508308 (L29030) protein-serine kinase [Arabidopsis 
thaliana] >gi_#67 997_dbj_BAA07656_ (D42056) 
risosomal-protein S6 kinase homolog [Arabidopsis thaliana] 

149662 

LIB3175-030-P1-K1-A11 
BLASTX 



19021 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2119846 
605 

5.0e-63 

114 
98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ {X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149663 

LIB3175-030-P1-K1-A12 

BLASTX 

g2497753 

253 

9.0e-22 

94 

48 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321915_emb_CAA65477_ (X96716) 
[Prunus dulcis] 



3 PRECURSOR (LTP 3) 
lipid transfer protein 



Seq. No. 


149664 


Seq. ID 


LIB3175-030-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4567304 


BLAST score 


248 


E value 


4.0e-21 


Match length 


124 


% identity 


44 


NCBI Description 


(AC005956) unknown protein [Arabidopsis thaliana] 


Seq. No. 


149665 


Seq. ID 


LIB3175-030-P1-K1-A6 


Method 


BLASTN 


NCBI GI 


g2618602 


BLAST score 


213 


E value 


1.0e-116 


Match length 


323 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MSJ1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


149666 


Seq. ID 


LIB3175-030-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3122572 


BLAST score 


408 


E value 


7.0e-40 


Match length 


128 


% identity 


65 



NCBI Description NADH- UB I QU I NONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 

(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX I 
SUBUNIT) >gi_1084434_pir S52737 NADH dehydrogenase 



19022 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ubiquinone) (EC 1.6.5.3) 7 6K chain precursor - potato 
>giJ758340_emb_CAA59818_ (X85808) 76 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 

149667 

LIB3175-030-P1-K1-A9 

BLASTX 

g3335340 

659 

3.0e-69 

148 

80 

(AC004512) Strong similarity to xylglucan 
endo-transglycolsylase (TCH4) gene gb_U27609, first exon 
contains strong similarity to meri 5 gene gb_Z17 989 from A. 
thaliana. EST gb_N37583 comes from this gene. [Arabidopsis 
thaliana] 

149668 

LIB3175-030-P1-K1-B1 

BLASTX 

g4544399 

332 

6.0e-31 

127 

48 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 

149669 

LIB3175-030-P1-K1-B11 

BLASTX 

g4580390 

637 

9.0e-67 

130 

96 

(AC007171) putative disease resistance response protein 
[Arabidopsis thaliana] 

149670 

LIB3175-030-P1-K1-B12 

BLASTX 

g2506443 

563 

5.0e-58 

137 

79 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) [Arabidopsis thaliana] 



19023 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149671 

LIB3175-030-P1-K1-B2 

BLASTX 

g399298 

217 

2.0e-17 

66 
70 

STRESS-INDUCED KIN2 PROTEIN (COLD-INDUCED COR6.6 PROTEIN) 

>gi_1084343_pir S22529 cold-regulated protein kin2 - 

Arabidopsis thaliana >gi_16230_emb_CAA388 94_ (X55053) cold 
regulated [Arabidopsis thaliana] 



Seq. No. 


149672 


Seq. ID 


LIB3175-030-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3608261 


BLAST score 


314 


E value 


7.0e-29 


Match length 


84 


% identity 


64 


NCBI Description 


(AB017564) dof zinc finger protein [Arabidopsis thaliana] 


Seq. No. 


149673 


Seq. ID 


LIB3175-030-P1-K1-B5 


Method 


BLASTN 


NCBI GI 


g4165340 


BLAST score 


90 


E value 


6.0e-43 


Match length 


346 


% identity 


82 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F11M15 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


149674 


Seq. ID 


LIB3175-030-P1-K1-B6 


Method 


BLASTN 


NCBI GI 


g4585952 


BLAST score 


370 


E value 


0.0e+00 


Match length 


412 


% identity 


97 


NCBI Description 


Genomic sequence for Arabidopsis thaliana BAC F26F24, 




complete sequence 


Seq. No. 


149675 


Seq. ID 


LIB3175-030-P1-K1-B7 


Method 


BLASTN 


NCBI GI 


g2880038 


BLAST score 


165 


E value. 


1.0e-87 


Match length 


-452 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T11J7 genomic 




sequence, complete sequence [Arabidopsis thaliana] 



19024 



II • 



Seq. No. 


149676 


Seq. ID 


LIB3175-030-P1-K1-B9 


Method 


BLAbTX 


NCBI GI 


g2244866 


BLAST score 


782 


E value 


1 . Oe-83 


Match length 


152 


% identity 


97 


NCBI Description 


(Z97oo/) hypothetical protein [AraDiaopsis tnaiianaj 


Seq. No. 


149677 


Seq. ID 


LIBol /0— UoU-Fl-Kl— C1U 


Method 


BliAb i A 


NCBI GI 


g4567197 


BLAST score 


619 


E value 


1 . Oe-64 


Match length 


127 


% identity 


97 


NCBI Description 


(AC007168) unknown protein [Arabidopsis thaliana] 


Seq. No. 


149678 


Seq. ID 


LIBol7 5-uiU-Pl-Kl-Clz 


Method 


BLASTX 


NCBI GI 


g3075394 


BLAST score 


665 


E value 


5.0e-70 


Match length 


135 


% identity 


96 


NCBI Description 


(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 




thaliana] >gi_3559809_emb_CAA09311_ (AJ010713) fiddlehead 




protein [Arabidopsis thaliana] 


Seq. No. 


149679 


Seq. ID 


LIB3175-030-P1-K1-C2 


Method 


BLAST N 


NCBI GI 




BLAST score 


224 


E value 


1.0e-123 


Match length 


361 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome IV BAC T19F6 genomic 




sequence, complete sequence 


Seq. No. 


149680 


Seq. ID 


LIB3175-030-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4263712 


BLAST score 


506 


E value 


2.0e-51 


Match length 


121 


% identity 


83 


NCBI Description 


(AC006223) putative ribosomal protein S12 [Arabidopsis 




thaliana] 


Seq. No. 


149681 


Seq. ID 


LIB3175-030-P1-K1-C4 


Method 


BLASTX 



19025 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3157937 
635 

2.0e-66 

128 

98 

(AC002131) Identical to aspartic proteinase cDNA gb__U51036 
from A. thaliana. ESTs gb_N96313, gb_T21893, gb_R30158, 
gbj?21482, gb_T43650, gb_R64749, gb_R65157, gb_T88269, 
gb_T44552, gb__T22542, gb_T76533, gb_T44350, gb_Z34591, 
gb_AA728734, gb 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149682 

LIB3175-030-P1-K1-C7 

BLASTX 

g3377797 

603 

1.0e-62 „ 

144 
82 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149683 

LIB3175-030-P1-K1-C8 

BLASTX 

g2129769 

796 

2.0e-85 

151 

99 

xyloglucan endo-transglycosylase precursor - Arabidopsis 
thaliana >gi_944810_dbj JBAA09783_ (D63508) endo-xyloglucan 
transferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149684 

LIB3175-030-P1-K1-C9 
" BLASTN 
g4662609 
401 

0.0e+00 

442 

97 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149685 

LIB3175-030-P1-K1-D1 

BLASTN 

gl086460 

365 

0.0e+00 

437 

61 

Arabidopsis thaliana Columbia ecotype metallothionein 



19026 



(MTlc) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149686 

LIB3175-030-P1-K1-D10 

BLASTN 

g2618599 

46 

1.0e-16 

95 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBD2, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149687 

LIB3175-030-P1-K1-D11 

BLASTX 

g2062164 

709 

4.0e-75 

140 

98 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI " 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149688 

LIB3175-030-P1-K1-D12 

BLASTX 

g4164398 

209 

2.0e-16 

150 

36 

(AL035248) serine threonine-protein kinase 
[Schizosaccharomyces pombe] 

149689 

LIB3175-030-P1-K1-D3 

BLASTX 

g2506443 

640 

3.0e-67 

130 

97 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



149690 

LIB3175-030-P1-K1-D4 

BLASTX 

g2501188 



19027 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



640 

4.0e-67 

145 

89 

THIAZOLE BIOSYNTHETIC ENZYME >gi_2129750_pir S71191 TH14 

protein homolog - Arabidopsis thaliana >gi_1113783 (U17589) 
Thil protein [Arabidopsis thaliana] 

149691 

LIB3175-030-P1-K1-D5 

BLASTX 

g2851508 

724 

6.0e-77 

139 

99 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597,gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 



Seq. No. 


149692 


Seq. ID 


LIB3175-030-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2252841 


BLAST score 


63 


E value 


2.0e-62 


Match length 


152 


% identity 


71 


NCBI Description 


(AF013293) No definition line found [Arabidopsis thaliana] 


Seq. No. 


149693 


Seq. ID 


LIB3175-030-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4581146 


BLAST score 


601 


E value 


2.0e-62 


Match length 


131 


% identity 


92 


NCBI Description 


(AC006919) putative fructose-bisphosphate aldolase, 




cytoplasmic [Arabidopsis thaliana] 


Seq. No. 


149694 


Seq. ID 


LIB3175-030-P1-K1-D8 


Method 


BLASTN 


NCBI GI 


g3176695 


BLAST score 


208 


E value 


1.0e-113 


Match length 


451 


% identity 


96 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F14J9 genomic 




sequence contains phyA marker, complete sequence 




[Arabidopsis thaliana] 


Seq. No. 


149695 


Seq. ID 


LIB3175-030-P1-K1-D9 



19028 



TUf 4— lr\ /-\ 


DJ-irlO 1 A 


vrr , QT r*T 


g± / 


DbnOl btOIc 


*f J_ O 


Hi V Ct J- LLC 


4 Dp-41 




120 


% identity 


70 


NCBI Description 


2S SEED 



ORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854j?ir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi_395205_emb_CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149696 

LIB3175-030-P1-K1-E1 

BLASTX 

gl076668 

448 

1.0e-44 

130 
65 

NADH dehydrogenase (EC 1. 
>gi_6 3983 4_emb_CAA5 8 8 2 3_ 
[Solanum tuberosum] 



6.99.3) - potato 

(X83999) NADH dehydrogenase 



Seq. No. 


149697 


Seq. ID 


LIB3175-030-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3201625 


BLAST score 


272 


E value 


6.0e-24 


Match length 


67 


% identity 


78 


NCBI Description 


(AC004669) hypothetical protein 


Seq. No. 


149698 


Seq. ID 


LIB3175-030-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g3451065 


BLAST score 


634 


E value 


2.0e-66 


Match length 


126 


% identity 


98 


NCBI Description 


(AL031326) water channel - like 




thaliana] 


Seq. No. 


149699 


Seq. ID 


LIB3175-030-P1-K1-E3 


Method 


BLASTN 


NCBI GI 


g4512646 


BLAST score 


224 


E value 


1.0e-123 


Match length 


286 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence, complete sequence 



- like protein [Arabidopsis 



19025 




uCL|i IN \J * 


149700 


Sea. ID 


LIB3175-030-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4586265 






i_j value 




LlCl L- Oil XCll^ L.1J. 


123 








^nJjuT j'Uiu/ puuaLi vc piULCJ.il [riiaJJiLiUpDio t-iid.-L_La.iici j 


kJCVjt 1.N \J m 




Sea. ID 


LIB3175-030-P1-K1-E7 


Method 


BLASTN 


NCBI GI 


g2924651 


BLAST score 


287 


E value 


1.0e-160 


Match length 


410 


%" identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 



K2A18, complete sequence [Arabidopsis thaliana] 



Seq. No. 


149702 


Seq. ID 


LIB3175-030-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4741940 


BLAST score 


624 


E value 


3.0e-65 


Match length 


139 


% identity 


60 


NCBI Description 


(AF134120) Lhca2 protein [Arabidopsis thaliana] 


Seq. No. 


149703 


Seq. ID 


LIB3175-030-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


gll5767 


BLAST score 


54 


E value 


2.0e-78 


Match length 


150 


% identity 


94 ' — 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I 



(CAB-165/180) (LHCP) >gi__81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541__ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180} [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149704 

LIB3175-030-P1-K1-F11 

BLASTN 

g2760164 

397 

0.0e+00 

429 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 



19030 



K18P6, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149705 

LIB3175-030-P1-K1-F12 

BLASTX 

gll9350 

599 

2.0e-62 

116 

100 

ENOLASE ( 2 - PHOS PHOGL YCERAT E DEHYDRATASE) 

{ 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149706 

LIB3175-030-P1-K1-F2 ' 

BLASTX 

g4263519 

443 

3.0e-44 

91 

97 

(AC004044) small nuclear riboprotein Sm-Dl [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149707 

LIB3175-030-P1-K1-F4 

BLASTN 

g4589427 

429 

0.0e+00 

453 

99 

Arabidopsis thaliana genomic DNA, 
MFG13, complete sequence 



chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149708 

LIB3175-030-P1-K1-F5 

BLASTX 

g2498883 

481 

2.0e-48 

134 

68 

SPLICEOSOME ASSOCIATED PROTEIN 145 (SAP 145) (SF3B150) 
>gi_1173905 (U41371) spliceosome associated protein [Homo 
sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



149709 

LIB3175-030-P1-K1-F6 

BLASTN 

g710625 



19031 



o 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



223 

1.0e-122 

293 

95 

Arabidopsis thaliana mRNA for ERD15 protein, complete cds 
149710 

LIB3175-030-P1-K1-F7 

BLASTX 

g4558678 

208 

1.0e-16 

86 
44 

(AC006586) unknown protein [Arabidopsis thaliana] 
149711 

LIB3175-030-P1-K1-F8 

BLASTX 

g3608155 

498 

2.0e-50 

106 
98 

(AC005314) putative RNA helicase [Arabidopsis thaliana] 
149712 

LIB3175-030-P1-K1-F9 

BLASTX 

g544425 

416 

6.0e-41 

83 
98 

GLYCINE-RICH RNA- BINDING PROTEIN 8 (CCR1 PROTEIN) 

>gi_419756_pir S30148 glycine-rich protein (clone AtGRP8) 

- Arabidopsis thaliana >gi_16305_emb_CAA78712_ (Z14988) 
glycine rich protein [Arabidopsis thaliana] >gi_166658 
(L04171) ORF [Arabidopsis thaliana] >gi_166839 (L00649) 
RNA-binding protein [Arabidopsis thaliana] 

149713 

LIB3175-030-P1-K1-G1 

BLASTX 

g730526 

503 

4.0e-51 

118 
79 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_4 04166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 

149714 

LIB3175-030-P1-K1-G10 
BLASTX 



19032 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g529353 
487 

4.0e-49 

151 

54 

(U12757) diphenol oxidase [Acer pseudoplatanus] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149715 

LIB3175-030-P1-K1-G11 

BLASTN 

g3702315 

180 

1.0e-96 

462 

97 

Arabidopsis thaliana chromosome II BAC T3F17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149716 

LIB3175-030-P1-K1-G2 

BLASTN 

g2244991 

205 

l.Oe-111 

352 
95 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 


149717 


Seq. ID 


LIB3175-030-P1-K1-G3 


Method 


BLASTN 


NCBI GI 


g4160401 


BLAST score 


38 


E value 


6.0e-12 


Match length 


62 


% identity 


90 


NCBI Description 


Zea mays eIF-5 gene, 


Seq. No. 


149718 


Seq. ID 


LIB3175-030-P1-K1 -G4 


Method 


BLASTN 


NCBI GI 


g4455168 


BLAST score 


329 


E value 


0.0e+00 


Match length 


465 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 




(ESSAII project) 


Seq. No. 


149719 


Seq. ID 


LIB3175-030-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g3930517 


BLAST score 


160 


E value 


8.0e-ll 


Match length 


106 



exons 1-2 



F10M10 



19033 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40 

(AF059906) ubiquitin fusion degradation protein-2 
[Schizosaccharomyces pombe] 

149720 

LIB3175-030-P1-K1-G6 

BLASTN 

g2947056 

266 

1.0e-148 

41,8 
98 

Arabidopsis thaliana chromosome II BAC T20F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149721 

LIB3175-030-P1-K1-G7 

BLASTX 

g!32939 

521 

3.0e-53 

108 

91 

60S RIBOSOMAL PROTEIN L3 >gi_81657_pir JQ0771 ribosomal 

protein L3 (ARP1) - Arabidopsis thaliana >gi_166858 
(M32654) ribosomal protein [Arabidopsis thaliana] 

149722 

LIB3175-030-P1-K1-G9 

BLASTX 

gl841355 

198 

3.0e-15 

117 

46 

(D85381) cytochrome c oxidase subunit Vb precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149723 

LIB3175-030-P1-K1-H1 

BLASTX 

g4539408 

250 

2.0e-21 

73 
64 

(AL049524) putative alpha NAC [Arabidopsis thaliana] 
149724 

LIB3175-030-P1-K1-H11 

BLASTN 

g3212846 

412 

0.0e+00 

428 

99 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 



19034 



II 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149725 

LIB3175-030-P1-K1-H12 

BLASTN 

g4756963 

326 

0.0e+00 

384 

95 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F10M23 



1 (ERF1) 
(SUP1 HOMOLOG) 



149726 

LIB3175-030-P1-K1-H3 
BLASTX 
g549010 
422 

1.0e-41 

93 
91 

EUKARYOTIC PEPTIDE CHAIN RELEASE FACTOR SUBUNIT 
(OMNIPOTENT SUPPRESSOR PROTEIN 1 HOMOLOG) 

>gi_322554_pir S31328 omnipotent suppressor protein SUP1 

homolog (clone G18) - Arabidopsis thaliana 
>gi_16514_emb_CAA49172_ (-X69375) similar to yeast 
omnipotent suppressor protein SUP1 (SUP45) [Arabidopsis 
thaliana] >gi_1402882_emb_CAA66813_ (X98130) eukaryotic 
early release factor subunit 1-like protein [Arabidopsis 
thaliana] >gi_1495249_emb_CAA66118_ (X97486) eRFl-3 
[Arabidopsis thaliana] 

149727 

LIB3175-030-P1-K1-H4 

BLASTX 

g3169173 

740 

8.0e-79 

139 

99 

(AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] >gi_3445215 (AC004786) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 

149728 

LIB3175-030-P1-K1-H5 

BLASTX 

gl076316 

594 

9.0e-62 

117 

97 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi_4 69110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 



149729 



19035 



CI 



oeg. Ill 


lidjI / j uou ri i\i no 


L v io LliUU 


JDJ-LTiO 1A 


KTr'PT HT 
JNL^Dl bl 
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BLAST score 


318 


E value 


2.0e-29 


Match length. 




% identity 


4 D 


jnld! Description 


(A^uu/U4/; putative oera - ice uoacyi— uo/i syi 




"t~Vial i anal 


beg. no. 


14 y / ju 


oeg. lu 


T TR^I 7R — fi^O — Pi — TCI -HQ 






NCBI GI 


g3080442 


BLAST score 


612 


f TT «5 1 n f^S 

IL ValUc 


0 • ue 04 


Match length 


1 OQ 

izy 


% identity 


Q Q 
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beg. NO. 


1 ^1 QT31 

i4y / Ol 


beg. id 


T TR^1 7R — 0^1 — Pi —W*\ — al 


Tuf -I— V* 

ixieunoa 


DT 7VQTM 

DJjLflo X N 


NCBI GI 


g2252848 


BLAST score 


45 


E value 


4 . ue— ib 


Match lengtn 




% identity 


o4 


NCBI Description 


AraDiuopsis unaiiana ml ilyiuioaiu 


beg. No. 


1 a an q 0 
14 y / o<£ 


beg. id 


lilool / D~U jl-Jrl - J\l— All 


jyier.noa 


P.T aQTY 


NCBI GI 


g4336756 


BLAST score 


525 


E value 


1 . ue-o J 


i. —1, 1 n _ —.4-1- 

Matcn lengtn 


1U J 


% identity 


y / 


ncd! Description 


(AF104453) catalase [Brassica juncea] 


Seg. No. 


i4y /jo 


beg. id 


T TT3^1 7^ — n^l —Pi — Pfl —2i 9 
JjIdjI /j"Uj1 rl J\l A<i 


Method 


T2T &QTY 




y 4 JJO _7UO 


BLAST score 


518 


E value 


8.0e-53 


Match length 


130 


% identity 


78 


NCBI Description 


(AL049488) chlorophyll a/b-binding prote 



[Arabidopsis thaliana] >gi_4741958_gb_AAD2877 6 . 1_AF134129_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 

Seg. No. ' 149734 

Seg. ID LIB3175-031-P1-K1-A3 

Method BLASTX 

NCBI GI g4580389 

BLAST score 636 



19036 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



1.0e-66 

134 
58 

(AC007171) unknown protein [Arabidopsis thaliana] 



149735 

LIB3175-031-P1-K1-A4 

BLASTX 

g2827710 

771 

2.0e-82 

147 

97 

(AL021684) lysosomal Pro-X carboxypeptidase 
[Arabidopsis thaliana] 



like protein 



149736 

LIB3175-031-P1-K1-A5 

BLASTX 

gl352681 

92 

8.0e-56 

111 

100 

PROTEIN PHOSPHATASE 2C (PP2C) >gi_107 6391_pir S55457 

phosphoprotein phosphatase (EC 3.1.3.16) 2C - Arabidopsis 
thaliana >gi_633028_dbj_BAA07287_ (D38109) protein 
phosphatase 2C [Arabidopsis thaliana] 

149737 

LIB3175-031-P1-K1-A6 

BLASTN 

g4220638 

47 

4.0e-18 

71 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIF21, complete sequence [Arabidopsis thaliana] 

149738 

LIB3175-031-P1-K1-A7 

BLASTX 

gl370186 

586 

8.0e-61 

114 

98 

(Z73942) RAB7C [Lotus japonicus] 
149739 

LIB3175-031-P1-K1-A8 

BLASTX 

gl256509 

266 

3.0e-23 
90 



19037 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



58 

(X92943) pectate lyase [Musa acuminata] 
149740 

LIB3175-031-P1-K1-A9 

BLASTX 

g3927825 

545 

6.0e-56 

115 

86 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

149741 

LIB3175-031-P1-K1-B12 

BLASTN 

g4589430 

132 

5.0e-68 

372 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLD14, complete sequence 

149742 

LIB3175-031-P1-K1-B2 

BLASTN 

g3426033 

182 

8.0e-98 

426 

100 

Arabidopsis thaliana chromosome II BAC F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149743 

LIB3175-031-P1-K1-B3 

BLASTX 

gll75013 

630 

6.0e-66 

139 

91 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_629542_pir S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 

149744 

LIB3175-031-P1-K1-B5 

BLASTN 

g4589438 

131 

2.0e-67 

151 

97 



19038 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQJ2, complete sequence 



Seq. No. 


149745 


Seq. ID 


LIB3175-031- 


Method 


BLASTN 


NCBI GI 


g3776000 


BLAST score 


272 


E value 


1 . Ue-lol 


Match length 


283 


% identity 


99 


NCBI" Description 


Arabidopsis 


beq. No. 


1 A Ql A £ 

14 y / 4 O 


Seq. ID 


LIB3175-031 


Method 


BLASTX 


NCBI GI 


g3169173 


BLAST score 


415 


E value 


5.0e-41 


Match length 


97 


% identity 


85 


NCBI Description 


(AC004401) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



ative serine carboxypeptidase I [Arabidopsis 
thaliana] >gi_3445215 (AC00478 6) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 

149747 

LIB3175-031-P1-K1-B9 

BLASTX 

g2435515 

269 

1.0e-23 

53 

94 

(AF024504) No definition line found [Arabidopsis thaliana] 
149748 

LIB3175-031-P1-K1-C1 

BLASTX 

gll70040 

444 

4.0e-44 

86 

100 

GLUTATHIONE REDUCTASE, CHLOROPLAST PRECURSOR (GR) (GRASE) 
>gi_451198_dbj_BAA03137_ (D1404 9) glutathione reductase 
precursor [Arabidopsis thaliana] >gi_1944448__dbj_BAA19653_ 

(D89620) glutathione reductase precursor [Arabidopsis 
thaliana] >gi_740576_prf 2005376A glutathione reductase 

[Arabidopsis thaliana] 

149749 

LIB3175-031-P1-K1-C11 

BLASTX 

gl209655 

252 

1.0e-21 
95 



19039 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48 

(U37428) gll [Zea mays] 
149750 

LIB3175-031-P1-K1-C12 

BLASTX 

g2246621 

573 

2.0e-59 

119 

96 

(AF004393) salt-stress induced tonoplast intrinsic protein 
[Arabidopsis thaliana] 

149751 

LIB3175-031-P1-K1-C2 

BLASTX 

gl22085 

515 

2.0e-52 

121 

86 

HISTONE H3 >gi_81641_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194_pir S57626 histone H3 - maize 

>gi_20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 
[Oryza sativa] >gi_20253_emb_CAA31970_ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gi_169655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M77494) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_886738_emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_1314779 (U54827) histone H3 
homolog [Brassica napus] >gi_1531754_emb__CAA57811_ (X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi_324 9101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459jprf 1303352A histone H3 [Helicoverpa zea] 

>gi_225839_prf 1314298B histone H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI "Description 



149752 

LIB3175-031 

BLASTX 

g4337175 

495 

4.0e-50 

126 

78 

(AC006416) 
gb_T04111, 



-P1-K1-C3 



ESTs gb_T20589, gb_T04648, gb_AA597906, 
gb_R84180, gb_R65428, gb_T44439, gb_T76570, 



19040 



gb_R90004 / gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


149753 


Seq. ID 


LIB3175-031-P1-K1-C4 


Method 


DT 7\ QTY 

DI1A.0 1 A 


INbBl bl 


go / ooyy y 


BLAST score 


01/ 


E value 




Matcn lengrn 


y y 


% identity 


1 uu 


M T r\ /n. o y~» ■v* i 4- i r\r\ 

inl-ijX uescripLioii 




oeq. wo. 


1^1 j / O ft 


Seq. ID 


LIB3175-031-P1-K1-C5 


Method 


BLASTN 


Krr'TaT r*T 
NbfcJl bl 


g^t 1?JJ6 


bLiAbi score 


1 0 / 


E value 


o . ue~* / 1 


Match lengtn 


1 QQ 

i yo 


% identity 


y b 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone 




thiooiiii pro j ecu; 


Seq. No, 


149755 


Seq. ID 


LIB3175-031-P1-K1-C6 


Method 


TIT 7\ o rpv 

BLASTX 


NCBI GI 


g4zoJolo 


BLAST score 


301 


E value 


z . ue-z / 


Match length 


82 


% identity 


66 


NCBI Description 


(AbuubUb/; unKnown prouein [/iraoiaopsis rnaxianaj 


Seq. No. 


14 y / oo 


Seq. ID 


LIB3175-031-P1-K1-C7 


Method 


BLASTX 


Nbol bl 


«o o coo c 7 

gzzo^oo / 


BLAST score 




E value 


o . ue-Z4 


Match lengtn 


11 J 


% identity 


0 / 


NCBI Description 


(AF013294) similar to acidic ribosomal protein pi 




[Arabidopsis thaliana] 


Seq. No. 


149757 


Seq. ID 


LIB3175-031-P1-K1-C8 


Method 


BLAoTX 


NLdI bl 


g<± uudo / o 


BLAST score 


327 


E value 


9.0e-31 


Match length 


77 


% identity 


82 


NCBI Description 


(Z99707) MAP3K-like protein kinase [Arabidopsis tl 


Seq. No. 


149758 


Seq. ID 


LIB3175-031-P1-K1-D1 



F8B4 



19041 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g4584255 

215 

2.0e-17 

49 

76 

(Y18471) SINAlp [Vitis vinifera] 
149759 

LIB3175-031-P1-K1-D10 

BLASTN 

g2827513 

193 

1.0e-104 

255 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8F16 
(ESSAII project) 

149760 

LIB3175-031-P1-K1-D11 

BLASTN 

g405130 

310 

1.0e-174 

342 

98 

Arabidopsis thaliana nuclear-encoded chloroplast stromal 
cyclophilin (ROC4) mRNA, complete cds 

149761 

LIB3175-031-P1-K1-D12 

BLASTX 

g3122387 

515 

2.0e-52 

109 

90 

WD-40 REPEAT PROTEIN MSI1 >gi_2394229 (AF016846) WD-40 
repeat protein [Arabidopsis thaliana] 

149762 

LIB3175-031-P1-K1-D2 

BLASTX 

g3435279 

489 

2.0e-49 

118 

84 

(AF082391) protein kinase homolog [Arabidopsis thaliana] 
149763 

LIB3175-031-P1-K1-D4 

BLASTX 

g2781354 

576 

8.0e-60 



19042 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



118 
99 

(AC003113) F24O1.10 [Arabidopsis thaliana] 
149764 

LIB3175-031-P1-K1-D5 

BLASTX 

g4502315 

116 

1.0e-09 

101 
35 

ATPase, H+ transporting, lysosomal (vacuolar proton pump) 
42kD >gi_401329_sp_P21283_VATC_HUMAN VACUOLAR ATP SYNTHASE 

SUBUNIT C (V-ATPASE C SUBUNIT) >gi_542836_pir JN0907 

H+-transporting ATPase (EC 3.6.1.35) chain C, vacuolar - 
human >gi_37643_emb_CAA48903_ (X69151) vacuolar 
proton-ATPase [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149765 

LIB3175-031-P1-K1-D6 
BLASTX 
g404670 
539 

3.0e-55 
121 
88 

{ L2 1 154 ) phytochrome 

(AC003970) phytochrome A [Arabidopsis thaliana] 



A [Arabidopsis thaliana] >gi_34 82934 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149766 

LIB3175-031-P1-K1-D8 

BLASTX 

gl669389 

392 

4.0e-38 

75 

99 

(U42007) actin 8 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



149767 

LIB3175-031-P1-K1-D9 

BLASTX 

gl669389 

167 

9.0e-12 

67 

58 

(U42007) actin 8 [Arabidopsis thaliana] 
149768 

LIB3175-031-P1-K1-E1 

BLASTN 

g2160155 

114 

2.0e-57 
202 



19043 



% identity 

NCBI Description 



91 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 


149769 


Seq. ID 


LIB3175-031-P1-K1-E10 


Method 


"DT ACTM 




gfiDOZfiZO 


bLAbi score 




Hi value 


li Uc 1Z 1 


Match length 




s identity 


no 
yo 


Nubi Description 


AraoiQopsis Tinaiiaria cnromosuiue 






Seq. No. 


149770 


Seq. ID 


TTD^nC AOI D1 I^T 1711 


Method 


BLiASTX 


NCBI GI 


__o r\ c o ^ t o 

gouoJ4 / z 


BLAbl score 




E value 


o . ue-oz 


Match length 


119 


-s identity 


y4 


NCBI Description 


tiiUUUoyolJ r^iUlj. Jfi LiiLdDluOpsi 


Seq. No. 


149771 


Seq. ID 


LIB3175-031-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


gll5385 


BLAST score 


442 


E value 


4.0e-44 


Match length 


89 


% identity 


97 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN 



LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 


149772 


Seq. ID 


LIB3175-031-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4490332 


BLAST score 


501 


E value 


5.0e-73 


Match length 


145 


% identity 


98 


NCBI Description 


(AL035656) putative protein [Arabidopsis thaliana] 


Seq. No. 


149773 


Seq. ID 


LIB3175-031-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2341034 


BLAST score 


326 


E value 


1.0e-30 


Match length 


66 


% identity 


100 


NCBI Description 


(AC000104) F19P19.13 [Arabidopsis thaliana] 



19044 



Seq. No. 


149774 


Seq. ID 


T TD01 1 c n "3 1 m T/"\ TP z. 


Method 


BLAbTN 


NCBI GI 


gi98595 / 


BLAST score 


210 


E value 


1.0e-114 


Match length 


444 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI cl 




MYN8, complete sequence [Arabidopsis thaliana] 


Seq. No. 


149775 


Seq. ID 


LIB3175-031-P1-K1-E6 


Method 


BLASTN 


NCBI GI 


g2435510 


BLAST score 


239 


E value 


1 . Oe-132 


Match length 


424 


% identity 


100 


NCBI Description 


Arabidopsxs thaliana BAC TMUl /AUo 


Seq. No. 


149776 


Seq. ID 


LIB3175-031-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2244845 


BLAST score 


593 


E value 


1.0e-61 


Match length 


144 


% identity 


85 


NCBI Description 


(Z97337) cytosolic O-acetylserine (thiol) lyase (EC 4.2 




[Arabidopsis thaliana] 


Seq. No. 


149777 


Seq. ID 


LIB3175-031-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl710114 


BLAST score 


397 


E value 


1. Oe-38 


Match length 


123 


% identity 


74 


NCBI Description 


(U53865) PRH26 [Arabiaopsis tnalianaj 


Seq. No. 


149778 


Seq. ID 


LIB3175-031-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2739389 


BLAST score 


162 


E value 


1. Oe-11 


Match length 


57 


% identity 


54 


NCBI Description 


(AC002505) Cf-2.2 like protein [Arabidopsis thaliana] 


Seq. No. 


149779 


Seq. ID 


LIB3175-031-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2245093 


BLAST score 


94 



,99.8) 



19045 



E value 


6 . 0e-4o 


Match length 


TOO 

1ZZ 


% identity 


O A 

o4 


NCBI Description 


[Zt)y / j4j] ItieniDrane cncllHiei pxuicin [ jMJ_ au±uupoio L.iJ.a.-i--Lctiici 


Seq* No. 


149780 


Seq* ID 


T TTl^l T^ — fl^l _D1 -.Ifl —TT1 1 


Method 


DT T\ CTPVT 

bliAblN 


NCBI GI 


g2191126 


BLAST score 


354 


E value 


u . ue+uu 


Match length 


ioo 


% identity 


1UU 


NCBI Description 


AraDiuopsis rnanana d/iu houuzlnui 


Seq. No. 


I4y /oi 


Seq. ID 


LIBoi /O-U Jl-rl-J\l-r 1Z 


Method 


DT 71 OTV 

rJLiAolA 


NCBI GI 


go9oolzb 


BLAST score 


161 


E value 


6.0e-ll 


Match length 


01 


% identity 


o9 


NCBI Description 


(AFU9/b4o) pnospnate/ rriose-pnospnaue iransiocai-or 




precursor [Arabidopsis thaliana] 


Seq* No. 


149782 


Seq. ID 


LIBol / o-U Jl-rl— )\l-h Z 


Method 


BLASTN 


NCBI GI 


g4o .514 33 


BLAST score 


411 


E value 


0.0e+00 


Match length 


4zo 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II PI MFL8 genomic 




sequence/ complete sequence 


Seq. No. 


149783 


O n ST TVS 

beq. liJ 




Method 


BLASTX 


NCBI GI 


gl708313 


BLAST score 


552 


E value 


8.0e-57 


Match length 


117 



% identity 97 

NCBI Description HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi_999396_bbs_163637 
(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



149784 

LIB3175-031-P1-K1-F6 

BLASTX 

g3176666 

260 

1.0e-22 
119 



19046 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

52 

(AC004393) Contains similarity to hypothetical protein 
gb_Z97343 from A. thaliana. [Arabidopsis thaliana] 

149785 

LIB3175-031-P1-K1-F7 

BLASTX 

g2244974 

583 

2.0e-60 

138 

86 

(Z97340) similarity to pore protein Pisum sativum 
[Arabidopsis thaliana] 



Seq. No. 


14" /o O 


Seq. ID 


LIB3175-031-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


644 


E value 


1.0e-67 


Match length 


124 


% identity 


99 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 


( CAB- 1 40) ( LHCP ) >gi_l 637 6_emb_CAA2 7 5 4 3_ 




chlorophyll a/b binding protein (LHCP AB 




thaliana] 


Seq. No. 


149787 


Seq. ID 


LIB3175-031-P1-K1-G10 


Method 


BLASTN 


NCBI GI 


gl402874 


BLAST score 


166 


E value 


3.0e-88 


Match length 


347 


% identity 


98 


NCBI Description 


A. thaliana 81kb genomic sequence 


Seq. No. 


149788 


Seq. ID 


LIB3175-031-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g4586265 


BLAST score 


498 


E value 


2.0e-50 


Match length 


124 


% identity 


76 


NCBI Description 


(AL049640) putative protein [Arabidopsis 


Seq. No. 


149789 


Seq. ID 


LIB3175-031-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4586265 


BLAST score 


96 


E value 


2.0e-23 


Match length 


111 


% identity 


57 


NCBI Description 


(AL049640) putative protein [Arabidopsis 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



19047 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149790 

LIB3175-031-P1-K1-G4 

BLASTX 

gll55261 

600 

2.0e-62 

120 

98 

(U40217) eukaryotic release factor 1 homolog [Arabidopsis 
thaliana] 



Seq. No. 


1 A QTQ1 


Seq. ID 


LIBol / o-Qil-Pl-Kl-Go 


Method 


BLASTX 


NCBI GI 


g4432856 


BLAST score 


618 


E value 


1. Oe-64 


Match length 


118 


% identity 


100 


NCBI Description 


(AC006300) putative 


Seq. No. 


149792 


Seq. ID 


LIBil7 5-Uol-Pl-Kl-Gb 


Method 


BLASTN 


NCBI GI 


g4220643 


BLAST score 


115 


E value 


7.0e-58 


Match length 


429 


% identity 


100 


NCBI Description 


Arabidopsis thaliana 




MWD22, complete sequ 


Seq. No. 


149793 


Seq. ID 


LIB3175-031-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


618 


E value 


1. Oe-64 


Match length 


138 


% identity 


87 



NCBI Description 



12S SEED STORAGE PROTEIN PRECURSOR >gi_81605jpir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149794 

LIB3175-031-P1-K1-G8 

BLASTN 

g4580530 

267 

1.0e-148 

374 

98 

Arabidopsis thaliana scarecrow-like 14 
partial cds 



(SCL14) mRNA, 



19048 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149795 

LIB3175-031-P1-K1-H10 

BLASTX 

g4586265 

409 

4.0e-40 

115 
71 

(AL04 9640) putative protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149796 

LIB3175-031-P1-K1-H3 

BLASTX 

gl402910 

714 

9.0e-76 

138 

98 

(X98316) peroxidase [Arabidopsis thaliana] 
>gi_1429223_emb_CAA67550_ (X99096) peroxidase 
thaliana] 



[Arabidopsis 



Seq. No. 


149797 




Seq. ID 


LIB3175-031- 


-P1-K1-H4 


Method 


BLASTN 




NCBI GI 


g3047100 




BLAST score 


81 




E value 


6.0e-38 




Match length 


93 




% identity 


97 




NCBI Description 


Arabidopsis 


thaliana 


Seq. No. 


149798 




Seq. ID 


LIB3175-031- 


-P1-K1-H6 


Method 


BLASTX 




NCBI GI 


g2341034 




BLAST score 


633 




E value 


2.0e-66 




Match length 


126 




% identity 


100 




NCBI Description 


(AC000104) 


F19P19.13 


Seq. No. 


149799 




Seq. ID 


LIB3175-031 


-P1-K1-H8 


Method 


BLASTN 




NCBI GI 


g4468976 




BLAST score 


265 




E value 


1.0e-147 




Match length 


377 




% identity 


97 




NCBI Description 


Arabidopsis 


thaliana 



DNA chromosome 4, BAC clone F19F18 



(ESSA project) 



Seq. No. 
Seq. ID 
Method 



149800 

LIB3175-031-P1-K1-H9 
BLASTN 



19049 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4106339 
344 

0.0e+00 

368 

98 

Arabidopsis thaliana protein phosphatase 2A regulatory 
subunit isoform B ' delta mRNA, complete cds 

149801 

LIB3175-032-P1-K1-A10 

BLASTX 

g4581146 

413 

4.0e-51 

110 
100 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 



Seq, No. 


149802 


Seq. ID 


LIB3175-032-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4586265 


BLAST score 


526 


E value 


9.0e-54 


Match length 


137 


% identity 


75 


NCBI Description 


(AL049640) putative protein 


Seq. No. 


149803 


Seq. ID 


LIB3175-032-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl20667 


BLAST score 


539 


E value 


3.0e-55 


Match length 


118 


% identity 


89 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



YDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

149804 

LIB3175-032-P1-K1-A3 

BLASTX 

g2811278 

271 

7.0e-24 

92 
57 

(AF043284) expansin [Gossypium hirsutum] 
149805 

LIB3175-032-P1-K1-A4 



19050 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g730544 

325 

3.0e-30 

122 

78 

60S RIBOSOMAL PROTEIN L24 
149806 

LIB3175-032-P1-K1-A5 

BLASTN 

g2182289 

419 

0.0e+00 

419 

100 

Arabidopsis thaliana chromosome I BAC F11P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149807 

LIB3175-032-P1-K1-A6 

BLASTX 

g3688799 

618 

1.0e-64 

124 

99 

(AF057137) 
thaliana] 



gamma tonoplast intrinsic protein 2 [Arabidopsis 



149808 

LIB3175-032-P1-K1-A7 

BLASTX 

g4314378 

405 

1.0e-39 

113 

69 

(AC006232) putative lipase [Arabidopsis thaliana] 
149809 

LIB3175-032-P1-K1-A8 

BLASTX 

g417103 

645 

1.0e-67 

129 

100 

HISTONE H3.2, MINOR >gi_282871_pir_S2434 6 histone 
H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_4 04825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi__488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (009464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 



19051 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445__ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755__emb_CAB38 917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

149810 

LIB3175-032-P1-K1-A9 

BLASTN 

g4510323 

343 

0.0e+00 

347 

100 

Arabidopsis thaliana BAC T7B11 from chromosome IV near 10 
cM, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149811 

LIB3175-032-P1-K1-B10 

BLASTN 

g3046851 

416 

O.Oe+00 

416 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIJ24, complete sequence [Arabidopsis thaliana] 



PI clone: 



149812 

LIB3175-032-P1-K1-B11 

BLASTX 

g4314386 

408 

6.0e-40 

110 

75 

(AC006232) putative rac GTPase activating protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



149813 

LIB3175-032-P1-K1-B12 

BLASTN 

g4755185 

247 

1.0e-136 

402 
50 

Arabidopsis thaliana chromosome II BAC F5G3 genomic 
sequence, complete sequence 

149814 

LIB3175-032-P1-K1-B3 



19052 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g4185505 

467 

8.0e-47 

115 

77 

(AF101038) nonspecific lipid-transf er protein precursor 
[Brassica napus] 

149815 

LIB3175-032-P1-K1-B6 

BLASTX 

g3006148 

162 

4.0e-ll 

42 

76 

(AL022299) rps9-b, 40s ribosomal protein s9 
[Schizosaccharomyces pombe] 

149816 

LIB3175-032-P1-K1-B7 

BLASTN 

g2252848 

45 

4.0e-16 

231 
84 

Arabidopsis thaliana BAC TM018A10 



149817 

LIB3175-032-P1-K1-B8 

BLASTX 

g2894574 

640 

4.0e-67 

122 

100 

(AL021890) peroxidase prxrl 
>gi_2 96134 l_emb_CAAl 8 0 9 9 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL022140) peroxidase prxrl 



149818 

LIB3175-032-P1-K1-B9 

BLASTN 

g4512656 

273 

1.0e-152 

418 

100 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

149819 

LIB3175-032-P1-K1-C1 

BLASTN 

g3873174 



19053 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



387 

0.0e+00 

399 

99 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 

149820 

LIB3175-032-P1-K1-C11 

BLASTN 

g2656029 

411 

0.0e+00 

411 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQB2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



149821 

LIB3175-032-P1-K1-C12 

BLASTX 

g2494119 

719 

2.0e-76 

138 
100 

(AC002376) EST gb_T04104 comes from this gene. [Arabidopsis 
thaliana] 

149822 

LIB3175-032-P1-K1-C5 

BLASTX 

g4206197 

714 

8.0e-76 

139 

17 

(AF071527) 
thaliana] 



putative pre-mRNA splicing factor [Arabidopsis 



149823 

LIB3175-032-P1-K1-C6 

BLASTX 

g2623962 

598 

3.0e-62 

138 

80 

(Y12540) isocitrate dehydrogenase (NADP+) 
graveolens] 

149824 

LIB3175-032-P1-K1-C7 

BLASTX 

g2129636 

635 

1.0e-66 



[Apium 



19054 



o 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



122 
100 

lipase - Arabidopsis thaliana >gi__1145627 (U38916) lipase 
[Arabidopsis thaliana] 

149825 

LIB3175-032-P1-K1-C8 

BLASTN 

g3763915 

52 

3.0e-20 

355 

31 

Arabidopsis thaliana chromosome II BAC F14B2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



149826 

LIB3175-032-P1-K1-C9 

BLASTN 

g4519188 

149 

3.0e-78 

323 

96 

Arabidopsis thaliana genomic DNA, 
K21L19, complete sequence 



chromosome 5, TAC clone 



149827 

LIB3175-032-P1-K1-D1 

BLASTN 

g4689466 

256 

1.0e-142 

401 

100 

Arabidopsis thaliana chromosome II BAC T23015 genomic 
sequence, complete sequence 

149828 

LIB3175-032-P1-K1-D10 

BLASTN 

g4510323 

392 

0.0e+00 

396 

100 

Arabidopsis thaliana BAC T7B11 from chromosome IV near 10 
cM, complete sequence 

149829 

LIB3175-032-P1-K1-D11 

BLASTN 

g4589437 

245 

1.0e-135 

294 

95 



19055 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPN9, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



149830 

LIB3175-032-P1-K1-D12 

BLASTX 

g4678328 

410 

3.0e-40 

85 

95 

(AL049658) aldehyde dehydrogenase (NAD+)-like protein 
[Arabidopsis thaliana] 

149831 

LIB3175-032-P1-K1-D3 

BLASTN 

g3860243 

414 

0.0e+00 

414 

100 

Arabidopsis thaliana chromosome II BAC F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149832 

LIB3175-032-P1-K1-D4 

BLASTX 

gl710581 

625 

2.0e-65 

127 

96 

60S RIBOSOMAL PROTEIN L9 >gi_2129720_pir S71255 ribosomal 

protein L9 - Arabidopsis thaliana >gi_1107489_emb_CAA63024 
(X91958) 60S ribosomal protein L9 [Arabidopsis thaliana] 

149833 

LIB3175-032-P1-K1-D5 

BLASTX 

g2119846 

678 

1.0e-71 

129 

98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

149834 

LIB3175-032-P1-K1-D6 

BLASTN 

g2252848 



19056 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

4.0e-16 

231 

84 

Arabidopsis thaliana BAC TM018A10 
149835 

LIB3175-032-P1-K1-D7 

BLASTN 

gl490552 

262 

1.0e-145 

358 

94 

Arabidopsis thaliana S-adenosylmethionine decarboxylase 
(SAMdc) mRNA, complete cds 

149836 

LIB3175-032-P1-K1-D8 

BLASTN 

g3860243 

356 

0.0e+00 

417 

95 

Arabidopsis thaliana chromosome II BAC F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149837 

LIB3175-032-P1-K1-D9 

BLASTX 

g2129752 

661 

1.0e-69 

130 

100 

thioredoxin - Arabidopsis thaliana >gi_992964_emb_CAA84 612 
(Z35475) thioredoxin [Arabidopsis thaliana] 

149838 

LIB3175-032-P1-K1-E1 

BLASTX 

gll69278 

299 

4.0e-27 

137 

51 

DEHYDRIN ERD14 >gi_556474_dbj_BAA04569_ 
protein [Arabidopsis thaliana] 



(D17715) ERD14 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



149839 

LIB3175-032-P1-K1-E10 

BLASTX 

gl352463 

544 

7.0e-56 
120 



19057 



% identity 

NCBI Description 



89 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) >gi_1161312 
(U04876) myo-inositol-l-phosphate synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149840 

LIB3175-032-P1-K1-E11 

BLASTX 

g3873710 

351 

3.0e-33 

101 

61 

(Z73102) predicted using Genefinder; similar to Zinc 
finger, C2H2 type; cDNA EST EMBL:M89161 comes from this 
gene; cDNA EST EMBL:T01394 comes from this gene; cDNA EST 
EMBL:T02192 comes from this gene; cDNA EST EMBL:D71409 
comes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149841 

LIB3175-032-P1-K1-E12 

BLASTX 

gl755162 

704 

1.0e-74 

138 

99 

(U75192) germin-like protein [Arabidopsis thaliana] 



149842 

LIB3175-032-P1-K1-E2 

BLASTN 

g2924651 

326 

0.0e+00 

347 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K2A18, complete sequence [Arabidopsis thaliana] 



TAC clone: 



149843 

LIB3175-032-P1-K1-E3 

BLASTX 

gll9143 

481 

3.0e-68 

133 

100 

ELONGATION FACTOR 1-ALPHA (EF-1-ALPHA) 

>gi__81606jpir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34 455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 



19058 
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BLAST score 


589 






E value 


4.0e-61 






Match length 


125 






% identity 


92 






NCBI Description 


PLASMA MEMBRANE INTRINSIC PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



plasma membrane intrinsic protein la - Arabidopsis thaliana 
>gi_472873_emb_CAA53475_ (X75881) plasma membrane intrinsic 
protein la [Arabidopsis thaliana] 

149846 

LIB3175-032-P1-K1-E6 

BLASTX 

g3785977 

264 

8.0e-46 

108 

88 

(AC005560) putative growth regulator protein [Arabidopsis 
thaliana] 

149847 

LIB3175-032-P1-K1-E7 

BLASTX 

gll2681 

571 

5.0e-59 

132 

84 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

149848 

LIB3175-032-P1-K1-E9 

BLASTN 

g4757409 

135 

8.0e-70 
413 



19059 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVC8, complete sequence 

149849 

LIB3175-032-P1-K1-F1 

BLASTX 

g2129622 

722 

9.0e-77 

138 

100 

immunophilin FKBP15-1 - Arabidopsis thaliana >gi_1272406 
(U5204 6) immunophilin [Arabidopsis thaliana] 





Seq. No. 


149850 




Seq. ID 


LIB3175-032-P1-K1-F10 




Method 


BLASTX 




NCBI GI 


g4309758 




BLAST score 


307 




E value 


4.0e-28 




Match length 


64 




% identity 


100 




NCBI Description 


(AC006217) hypothetical 




Seq. No. 


149851 




Seq. ID 


LIB3175-032-P1-K1-F11 




Method 


BLASTX 




NCBI GI 


g832876 




BLAST score 


531 




E value 


2.0e-54 




Match length 


123 




% identity 


83 




NCBI Description 


(L41345) ascorbate free 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



iical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 

149852 

LIB3175-032-P1-K1-F12 

BLASTN 

g4757678 

42 

3.0e-14 

154 

82 

Arabidopsis thaliana chromosome I BAC F9H16 genomic 
sequence, complete sequence 

149853 

LIB3175-032-P1-K1-F2 

BLASTX 

gl336084 

251 

4.0e-36 

81 

99 

(U56635) Arabidopsis thaliana glutamate dehydrogenase 2 



19060 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(GDH2) mRNA, complete cds . [Arabidopsis thaliana] 
149854 

LIB3175-032-P1-K1-F3 

BLASTX 

g2677828 

383 

5.0e-37 

100 
72 

(U93166) cysteine protease [Prunus armeniaca] 
149855 

LIB3175-032-P1-K1-F5 

BLASTX 

g2317902 

749 

6.0e-80 

139 

100 

(U89959) hypothetical protein [Arabidopsis thaliana] 
149856 

LIB3175-032-P1-K1-F6 

BLASTN 

g3941542 

418 

0. 0e+00 

418 

100 

Arabidopsis thaliana pelota (PEL1) mRNA/ complete cds 
149857 

LIB3175-032-P1-K1-F7 

BLASTX 

gll2681 

726 

3.0e-77 

138 
98 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

149858 

LIB3175-032-P1-K1-F8 

BLASTX 

g3413714 

405 

1.0e-39 

122 
22 

(AC0047 47) putative myrosinase-binding protein [Arabidopsis 
thaliana] 



19061 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149859 

LIB3175-032-P1-K1-F9 

BLASTX 

gll4339 

581 

3.0e-60 

138 

86 

PLASMA MEMBRANE AT PAS E 3 (PROTON PUMP) 

>gi_67974_pir PXMUP3 H+-transporting ATPase (EC 3.6.1.35) 

type 3, plasma membrane - Arabidopsis thaliana >gi_166625 
(J04737) ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149860 

LIB3175-032-P1-K1-G1 

BLASTX 

g4587685 

424 

2.0e-54 

118 

93 

(AC007197) putative methylmalonate semi-aldehyde 
dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149861 

LIB3175-032-P1-K1-G11 

BLASTX 

g2764941 

600 

2.0e-62 

105 

100 

(X98255) transcriptionally stimulated by gibberellins; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149862 

LIB3175-032-P1-K1-G12 

BLASTN 

g3927822 

324 

0.0e+00 

418 

100 

Arabidopsis thaliana chromosome II BAC F8N16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149863 

LIB3175-032-P1-K1-G2 

BLASTX 

g2586127 

205 

6.0e-18 

125 
45 

(U89510) b-keto acyl reductase [Hordeum vulgare] 



19062 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149864 

LIB3175-032-P1-K1-G3 

BLASTX 

g2832617 

423 

1.0e-41 

99 
79 

(AL021711) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



149865 

LIB3175-032-P1-K1-G4 

BLASTX 

g4567276 

255 

5.0e-22 

84 

61 

(AC006841) hypothetical protein [Arabidopsis thaliana] 
149866 

LIB3175-032-P1-K1-G5 

BLASTX 

g2505876 

318 

2.0e-29 

70 
87 

(Y12776) MYB-related protein [Arabidopsis thaliana] 
149867 

LIB3175-032-P1-K1-G6 

BLASTX 

g4586265 

534 

1.0e-54 

139 

76 

(AL049640) putative protein [Arabidopsis thaliana] 
149868 

LIB3175-032-P1-K1-G7 

BLASTN 

g2618605 

143 

1.0e-74 

423 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUK11, complete sequence [Arabidopsis thaliana] 

149869 

LIB3175-032-P1-K1-G8 

BLASTX 

g3763925 

549 

2.0e-56 



19063 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



105 
100 

(AC004450) putative AflO-protein [Arabidopsis thaliana] 
149870 

LIB3175-032-P1-K1-G9 

BLASTN 

g4376087 

237 

1.0e-131 

312 
93 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

149871 

LIB3175-032-P1-K1-H1 

BLASTX 

g2500082 

369 

2.0e-35 

93 

86 

PHOTOSYSTEM Q(B) PROTEIN (32 KD THYLAKOID MEMBRANE PROTEIN) 
{PHOTOSYSTEM II PROTEIN Dl) >gi_984735_emb_CAA56907_ 
(X80932) photosystem II Dl protein [Vigna unguiculata] 

149872 

LIB3175-032-P1-K1-H10 

BLASTN 

g4539378 

189 

1.0e-102 

374 

89 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A21 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149873 

LIB3175-032-P1-K1-H11 

BLASTX 

gl31150 

703 

2.0e-74 

138 

97 

PHOTOSYSTEM I P700 CHLOROPHYLL A APOPROTEIN A2 

>gi_81515_pir S00445 photosystem I protein A2 - spinach 

chloroplast >gi_12271_emb_CAA27745_ (X04131) psaB gene 
product (aa 1-734) P700 chlorophyll a apoprotein [Spinacia 

oleracea] >gi_225422_prf 1303218B gene psaB [Spinacia 

oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



149874 

LIB3175-032-P1-K1-H12 

BLASTX 

g2851508 



19064 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



659 

2.0e-69 

130 
97 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597 / gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 

149875 

LIB3175-032-P1-K1-H2 

BLASTX 

g2317911 

518 

8.0e-53 

121 
87 

(U89959) similar to GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149876 

LIB3175-032-P1-K1-H4 

BLASTN 

g3510345 

284 

1.0e-158 

408 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNJ8 , complete sequence [Arabidopsis thaliana] 

149877 

LIB3175-032-P1-K1-H5 

BLASTX 

gl32074 

682 

5.0e-72 

124 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149878 

LIB3175-032-P1-K1-H6 

BLASTX 

g2677828 

438 

2.0e-43 

117 

68 

(U93166) cysteine protease 



[Prunus armeniaca] 



Seq. No. 
Seq. ID 



149879 

LIB3175-032-P1-K1-H7 



19065 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl!61926 

548 

2.0e-56 

138 

76 

(U34392) 
max] 



alpha-carboxyltransferase aCT-1 precursor [Glycine 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149880 

LIB3175-032-P1-K1-H8 

BLASTX 

g4567261 

425 

3.0e-46 

125 

80 

(AC006841) putative NADPH dependent mannose 6-phosphate 
reductase [Arabidopsis thaliana] 

>gi_4582439__gb_AAD24824.1_AC007142_2 (AC007142) putative 
NADPH-dependent mannose- 6-phosphate reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149881 

LIB3175-032-P1-K1-H9 

BLASTX 

g!175012 

691 

4.0e-73 

133 

100 

PLASMA MEMBRANE INTRINSIC PROTEIN 1C (TRANSMEMBRANE PROTEIN 
B) (TMP-B) >gi_396218_emb_CAA49155_ (X69294) transmembrane 
protein TMP-B [Arabidopsis thaliana] 

149882 

LIB3175-033-P1-K1-A1 

BLASTX 

g2673904 

250 

1.0e-21 

109 
61 

(AC002561) hypothetical protein [Arabidopsis thaliana] 
149883 

LIB3175-033-P1-K1-A10 

BLASTX 

g728868 

200 

1.0e-15 

66 

56 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG (PROTEIN CEX) 

>gi_99824_pir S16748 proline-rich protein - rape 

(fragment) >gi_22597_emb_CAA42924_ (X60376) proline-rich 
protein [Brassica napus] 



19066 



© 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149884 

LIB3175-033-P1-K1-A11 

BLASTX 

gl706772 

344 

2.0e-32 

65 

100 

FARNES YL- DI PHOS PHATE FARNESYLTRANSFERASE {SQUALENE 
SYNTHETASE) (SQS) (SS) (FPP:FPP FARNESYLTRANSFERASE) 

>gi_107 6324_pir S54251 farnesyl-diphosphate 

farnesyltransf erase (EC 2.5.1.21) - Arabidopsis thaliana 
>gi_7 98 8 20_emb_CAA60385_ (X8 66 92 ) farnesyl-diphosphate 
farnesyltransf erase [Arabidopsis thaliana] 
>gi_806325_dbj_BAA06103_ (D29017) squalene synthase 
[Arabidopsis thaliana] >gi_2232212 (AF004560) squalene 
synthase 1 [Arabidopsis thaliana] 

>gi_3096933_emb_CAA18843.1_ (AL023094) farnesyl-diphosphate 
farnesyltransferase [Arabidopsis thaliana] >gi_4098519 
(U79159) squalene synthase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149885 

LIB3175-033-P1-K1-A2 

BLASTX 

gl053047 

491 

1.0e-49 

99 

100 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149886 

LIB3175-033-P1-K1-A3 

BLASTN 

g4678705 

368 

0.0e+00 

384 

99 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
(ESSA project) 



F10N7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149887 

LIB3175-033-P1-K1-A4 

BLASTN 

g4220468 

52 

1.0e-20 

156 

88 

Arabidopsis thaliana chromosome II BAC T8011 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



149888 



19067 



UClji X u 


T.TR^I 7S-033 


Method 


BLASTX 


NCBI GI 


g3319350 


BLAST score 


680 


F. 1 hp 

±_i V u±UC 


8.0e-72 


Liu. L L>11 Lll 


135 


^ xvj.ts.ti L.X (_y 


-7-7 


NPRT Dp ^r*T*i nt i on 


(AF077407) ] 

^ f^.X> U 1 / T V / / 


O 6 q • LN u • 


1 A QPfi Q 

X 1 ,7<5 O .7 




LTR31 7S-033 

Xj X LJ _> X r — / W-JJ 


Mpt hnH 


BLASTX 


NCBI GI 


g3043415 


BLAST score 


506 


Jul v CLX LLC 


2 Oe-51 

* V/ w ^ -2- 


ixicLtt^n xeiiyuii 


1UO 


is xu.ciii.xuy 


Q1 

_7X 




(Y17053} At 


oecj. 1NO « 


X fl -70 i7U 


Spa ID 


LIB3175-033 




OXxrlO X z\ 


IN \_/ XJ X OX 


a3152606 


BLAST score 


665 


E value 


4.0e-70 


Match length 


133 


% identity 


89 


NCBI Description 


(AC004482) 




thaliana] 



-P1-K1-A5 



No definition line found [Arabidopsis thaliana] 



-3 [Arabidopsis thaliana] 



-P1-K1-A8 



putative ring zinc finger protein [Arabidopsis 



Seq. No. 


149891 


Seq. ID 


LIB3175-033-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


gl619300 


BLAST score 


390 


E value 


8.0e-38 


Match length 


81 


% identity 


88 


NCBI Description 


(X95269) LRR protein [Lycopersicon esculentum] 


Seq, No. 


149892 


Seq. ID 


LIB3175-033-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gll70168 


BLAST score 


618 


E value 


1.0e-64 


Match length 


120 


% identity 


99 


NCBI Description 


HOMEOBOX-LEUCINE ZIPPER PROTEIN RATI (HD-ZIP PROTEIN 



>gi_549883 (U09332) homeobox protein 
>gi_549884 (U09333) homeobox protein 



1) 

[Arabidopsis thaliana] 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



>gi_2 24510 5_emb_CAB 1 0 5 2 7_ 
[Arabidopsis thaliana] 

149893 

LIB3175-033-P1-K1-B10 
BLASTX 



(Z97343) unnamed protein product 



19068 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2739376 
350 

4.0e-33 

85 
80 

(AC002505) putative permease [Arabidopsis thaliana] 
149894 

LIB3175-033-P1-K1-B11 

BLASTX 

g2213595 

518 

8.0e-53 

127 

80 

(AC000348) T7N9.15 [Arabidopsis thaliana] 
149895 

LIB3175-033-P1-K1-B12 

BLASTX 

g3337356 

203 

2.0e-29 

79 

90 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

149896 

LIB3175-033-P1-K1-B2 

BLASTX 

gll72872 

259 

8.0e-23 

54 

93 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.™) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373__ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] ' 

149897 

LIB3175-033-P1-K1-B3 

BLASTX 

gl32074 

604 

6.0e-63 

110 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_680 63_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 



149898 



19069 



beq. ID 


LlDOl / J-UjJ~rl"J\l DJ 


Method 


T3T 7\ CTV 


NCBI bl 


goooo / y y 


BLAST score 


402 


E value 


2.0e-39 


Match length 


87 


% identity 


92 


NCBI Description 


(AF057137) gamma tonoplast intrinsic protein 2 [Aral 




thaliana] 


Seq. No. 


t ji o o ri fi 


beq. id 


JjltSol /j"Ujj rl J\l do 


Method 


dIjAo Jl A 


NCBI GI 


g4586263 


BLAST score 


406 


E value 


l . Ue- J9 


Match length 


118 


% identity 


08 


NCBI Description 


(AL049640) putative protein [Arabidopsis thalianaj 


Seq. No. 


149900 


beq. ID 


x TnOI 7C fiTS TJ1 VI 'D'7 

LlrSJl / j ujj rl JaI Jj / 


Method 


DT 7\o rnvr 


NCBI GI 


g29^4ool 


BLAST score 


136 


E value 


2.0e-70 


Match length 


315 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAG 




K2A18, complete sequence [Arabidopsis thaliana] 


Seq. No. 


149901 


Seq. ID 


t mil TC Ann -n o 

LIB3175-035-P1-K1-B8 


ixtennou. 




NCBI GI 


g4314374 


BLAST score 


311 


E value 


1.0e-175 


Match length 


318 


% identity 


99 



clone : 



NCBI Description 



Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149902 

LIB3175-033-P1-K1-B9 

BLASTX 

g2244814 

69 

4.0e-32 

94 

79 

(Z97336) protein* kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



149903 

LIB3175-033-P1-K1-C10 

BLASTN 

g4469002 

40 



19070 



E value 


3.0e-13 


Match length 


1 0 


% identity 


Q Ok 

o y 


NCBI Description 


Arabidopsis tha liana DNA chromosome 4 




/ T7 1 Q G 7A >-\v-^-i ar-t-f- \ 

li^oo/i projecuj 


Seq. No. 


1 / Q q n /I 


beq. ID 


T TT5^1 7^ — — Dl — Tfl —PI 9 
IjIdoI / j"Uj j~rl"J\l~LlZ 


jyjeunou 


riT TAG TNT 


NCBI GI 


g2252823 


BLAST score 


74 


E value 


^ . ue-jo 


Match length 


1 / <i 


% identity 




NCBI Description 


AraDictopsis tnaiiana ml lbuuoiiu 


Seq. No. 


*i a n a n c 

14 yyoo 


beq. ijj 


t TiaQi *7 Q n ^ *3 di "uri 
LIJdJI / j Ujj rl 1\1 1»j 


Method 


OT A C TV 


VI/-' 13 T C T 


g4 1 t>jy y / 


BLAST score 


462 


E value 


3.0e-46 


Match length 


o o 
0 0 


-6 identity 


IUU 


NCBI Description 


(AFuo/4oo) alpna-xylosiaase precursor 




thaliana] 


Seq. No. 


1 ^ AAA/" 

149906 


beq. ID 


LIBJ1 /o-Uoo-Fl-Kl-C4 


Metnoa 


T3T 7V CPV 


NCBI GI 


g3163946 


BLAST score 


404 


E value 


1 . Oe-39 


Matcn lengtn 


ol 


% identity 


94 


NCBI Description 


(AJ005599) alpha-tubulm 1 [Eleusme 


Seq. No. 


-1 A A A A ""7 

149907 


Seq. ID 


t mine aqo f>i iyi 

LIBol /o-0o J-Pl-Kl-Cb 


Method 


DT 71 C TV 


NCBI GI 


g297381 


BLAST score 


377 


E value 


o . Ue-do 


Match length 


115 


% identity 


72 


NCBI Description 


(X67 421) extA [Arabidopsis thaliana] 


Seq. No. 


•1 A A A A A 

14 9908 


beq. ID 


LIBol /O-Uo J-Pl-Kl-Co 


Method 


BLAbTX 


JNO.D1 vj± 


«oi C0070 


BLAST score 


280 


E value 


6.0e-25 


Match length 


95 


% identity 


36 


NCBI Description 


(AF035383) polyubiquitin [Arabidopsis 



T29A15 



19071 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149909 

LIB3175-033-P1-K1-C9 

BLASTN 

g4049332 

76 

8.0e-35 

131 
89 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F8B4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149910 

LIB3175-033-P1-K1-D1 

BLASTX 

g687834 

153 

5.0e-10 

87 

44 

(U21319) similar to alcohol dehydrogenase, highest 
similarity to B. japonicum FIXR protein ( SP : FIXR__BRAJA, 
P05406) [Caenorhabditis elegans] 

149911 

LIB3175-033-P1-K1-D12 

BLASTX 

gl32102 

520 

4.0e-53 

113 
88 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir_RKMUB2 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi__16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149912 

LIB3175-033-P1-K1-D3 

BLASTX 

g3914467 

288 

7.0e-26 

107 

57 

26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 21D7) 
>gi_1864003_dbj_BAA19252_ (AB001422) 21D7 [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



149913 

LIB3175-033-P1-K1-D4 

BLASTN 

g3510343 

378 

0.0e+00 
409 



19072 



% identity 

NCBI Description 



98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJC20, complete sequence [Arabidopsis thaliana] 



Seq. No. 


149914 


Seq. ID 


LIB3175-033-P1-K1-D5 


Method 






g4ZZU0 1U 


BLAST score 


■JOT 

JO / 


Hj Value 




Match length 


>1 Pi h 
4 U / 


% identity 


QQ 

y y 


jnv^di jjescripnion 


HX aJDlQOpSXS Lllcilleillci 






Seq. No. 


149915 


Seq. ID 


LIB3175-033-P1-K1-D6 


jyieunoa 


DliH.0 1 IN 


NCBI GI 


g4zzUolU 


BLAST score 


loo 


E value 


o * ue o z 


Match length 


OTA 

270 


% identity 


98 


NCBI Description 


Arabidopsis thaliana 




(JiibbAii project:; 


Seq. No. 


149916 


Seq. ID 


LIB3175-033-P1-K1-D7 


Method 


BLASTN 


NCBI GI 


g2853071 


BLAST score 


77 


E value 


l . ue-oo 


Match length 


15 1 


% identity 


94 


NCBI Description 


Arabidopsis thaliana 




^tiooii pro_jecT_; 


Seq. No. 


149917 


Seq. ID 


T TD^nC riQT D1 Xt"\ PlQ 

LlbJl /D— Ujj- F ±-i\±— Do 


Method 


BLASTX 


NCBI GI 


gloo4U17 


BLAST score 


A £Z1 
4 Ol 


E value 


3 . 0e-4o 


Match length 


99 


% identity 


yu 


NCBI Description 


(uoooyoj elongation 


oeq. no. 


14 y y id 


Seq. ID 


LIB3175-033-P1-K1-D9 


Method 


BLASTN 


NCBI GI 


g3080352 


BLAST score 


240 


E value 


1.0e-132 


Match length 


363 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 




(ESSAII project) 



F22K18 



F22K18 



F24J7 



19073 



# 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149919 

LIB3175-033-P1-K1-E1 

BLASTN 

g3687687 

78 

4.0e-36 

118 

92 

Brassica napus response regulator protein mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



149920 

LIB3175-033-P1-K1-E10 

BLASTX 

gl750376 

666 

3.0e-70 

127 

98 

(U80808) ubiquitin activating enzyme [Arabidopsis thaliana] 
>gi_3150409 (AC004165) ubiquitin activating enzyme (UBA1) 
[Arabidopsis thaliana] 

149921 

LIB3175-033-P1-K1-E11 

BLASTX 

gl245182 

719 

2.0e-7 6 

136 

99 

(U49398) sterol delta-7 reductase [Arabidopsis thaliana] 
149922 

LIB3175-033-P1-K1-E12 

BLASTX 

g2119846 

43 

5.0e-66 

127 

90 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA4 57 90_ (X64 4 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

149923 

LIB3175-033-P1-K1-E2 

BLASTX 

g!408460 

292 

2.0e-26 
86 



19074 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

(U40161) type 2A protein serine/threonine phosphatase 55 
kDa B regulatory subunit [Arabidopsis thaliana] 

149924 

LIB3175-033-P1-K1-E3 

BLASTN 

g4662609 

312 

1.0e-175 

415 
98 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

149925 

LIB3175-033-P1-K1-E4 

BLASTX 

gll72872 

86 

2.0e-45 

118 

86 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149926 

LIB3175-033-P1-K1-E6 

BLASTN 

g2924651 

69 

2.0e-30 

175 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K2A18, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149927 

LIB3175-033-P1-K1-E7 

BLASTX 

g3894172 

510 

7.0e-52 

97 
100 

(AC005312) 
thaliana] 



putative cinnamoyl-CoA reductase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



149928 

LIB3175-033-P1-K1-E8 

BLASTX 

g4314386 

196 



19075 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



5.0e-25 

126 

59 

(AC006232) putative rac GTPase activating protein 
[Arabidopsis thaliana] 

149929 

LIB3175-033-P1-K1-F10 

BLASTX 

gl35406 

560 

9.0e-58 

105 
100 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_99768_pir A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

149930 

LIB3175-033-P1-K1-F11 

BLASTX 

g280386 

615 

3.0e-64 

128 

95 

ubiquitin / ribosomal protein CEP52 - Arabidopsis thaliana 
>gi__166930 (J05507) ubiquitin extension protein (UBQ1) 
[Arabidopsis thaliana] >gi_166932 (J05508) ubiquitin 
extension protein (UBQ2) [Arabidopsis thaliana] 
>gi_4678227_gb_AAD26972.1_AC007135_8 (AC007135) 
ubiquitin/ribosomal protein CEP52 [Arabidopsis thaliana] 

149931 

LIB3175-033-P1-K1-F12 

BLASTX 

g2119846 

578 

6.0e-60 

117 

93 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

149932 

LIB3175-033-P1-K1-F2 

BLASTN 

g2477521 

271 

1.0e-151 
407 



19076 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



25 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149933 

LIB3175-033-P1-K1-F3 

BLASTN 

g4581161 

156 

2.0e-82 

334 

73 

Arabidopsis thaliana chromosome II BAC T20G20 genomic 
sequence, complete sequence 

149934 

LIB3175-033-P1-K1-F4 

BLASTX 

gl628583 

625 

2.0e-65 

120 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi__2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

149935 

LIB3175-033-P1-K1-F5 

BLASTN 

g2244901 

198 

1.0e-107 

258 

94 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

149936 

LIB3175-033-P1-K1-F6 

BLASTX 

g2119846 

647 

6.0e-68 

126 

97 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi__16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

149937 

LIB3175-033-P1-K1-F7 
BLASTX 



19077 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g4263525 
535 

8.0e-55 

126 

83 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 



149938 

LIB3175-033-P1-K1-F8 

BLASTN 

g4220510 

58 

7.0e-24 

228 
86 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F22K18 



149939 

LIB3175-033-P1-K1-F9 

BLASTN 

gl871173 

91 

1.0e-43 

170 
94 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 
sequence, complete sequence 



149940 

LIB3175-033-P1-K1-G12 

BLASTN 

g4678291 

101 

1.0e-49 

213 
99 

Arabidopsis thaliana DNA chromosome 3, 
(ESSA project) 



BAC clone F28P10 



149941 

LIB3175-033-P1-K1-G2 

BLASTN 

g3849811 

150 

9.0e-7 9 

415 

99 

Arabidopsis thaliana chromosome I BAC T2P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149942 

LIB3175-033-P1-K1-G3 

BLASTX 

g4589965 

542 



19078 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-55 

108 

100 

(ACQ07169) putative glyoxalase II [Arabidopsis thaliana] 
149943 

LIB3175-033-P1-K1-G4 

BLASTX 

gl246019 

635 

1.0e-66 

122 
99 

(S80554) chalcone synthase, CHS [Arabidopsis, Landsberg 
erecta, tt4, Peptide Mutant, 395 aa] [Arabidopsis] 

149944 

LIB3175-033-P1-K1-G6 

BLASTN 

g4757678 

41 

1.0e-13 

267 

89 

Arabidopsis thaliana chromosome I BAC F9H16 genomic 
sequence, complete sequence 

149945 

LIB3175-033-P1-K1-G8 

BLASTX 

g4741960 

372 

8.0e-36 

92 

79 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
149946 

LIB3175-033-P1-K1-H1 

BLASTX 

g2369714 

548 

2.0e-56 

122 

90 

(Z97178) elongation factor 2 [Beta vulgaris] 
149947 

LIB3175-033-P1-K1-H10 

BLASTX 

gl076303 

57 

3.0e-54 

114 

57 

RNA-binding protein cp29 precursor - Arabidopsis thaliana 
>gi_681902_dbj_BAA06518_ (D31710) cp29 [Arabidopsis 



19079 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149948 

LIB3175-033-P1-K1-H11 

BLASTX 

g2911057 

566 

2.0e-58 

127 

88 

(AL021961) caffeoyl-CoA O-methyltransf erase 
[Arabidopsis thaliana] 



like protein 



149949 

LIB3175-033-P1-K1-H12 

BLASTX 

g2911057 

131 

5.0e-19 

95 

52 

(AL021961) caffeoyl-CoA O-methyltransf erase - like protein 
[Arabidopsis thaliana] 



Seq. No. 


149950 


Seq. ID 


LIB3175-033-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2369714 


BLAST score 


425 


E value 


6.0e-42 


Match length 


107 


% identity 


81 


NCBI Description 


(Z97178) elongation 


Seq. No. 


149951 


Seq. ID 


LIB3175-033-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g4263777 


BLAST score 


522 


E value 


3.0e-53 


Match length 


139 


% identity 


76 


NCBI Description 


(AC006068) putative 



2 [Beta vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_4510391_gb_AAD21479 . 1__ (AC007017) putative 
serine carboxypeptidase II [Arabidopsis thaliana] 

149952 

LIB3175-033-P1-K1-H5 

BLASTX 

g4538963 

229 

4.0e-19 

84 

58 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD28776. 1_AF134129JL 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 



19080 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149953 

LIB3175-033-P1-K1-H8 

BLASTX 

gll5783 

595 

7.0e-62 

116 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27 54 3_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149954 

LIB3175-034-P1-K1-A10 

BLASTX 

gll72873 

617 

2.0e-64 

124 

98 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 


149955 


Seq. ID 


LIB3175-034-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3128185 


BLAST score 


462 


E value 


6.0e-50 


Match length 


123 


% identity 


85 


NCBI Description 


(AC004521) unknown protein [Arabidopsis thaliana] 


Seq. No. 


149956 


Seq. ID 


LIB3175-034-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g2208903 


BLAST score 


477 


E value 


4.0e-48 


Match length 


94 


% identity 


93 


NCBI Description 


(AB004798) ascorbate oxidase [Arabidopsis thaliana] 


Seq. No. 


149957 


Seq. ID 


LIB3175-034-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g3250737 


BLAST score 


133 


E value ^ 


1.0e-68 


Match length 


301 


% identity 


90 


NCBI Description 


Arabidopsis thaliana ASKbeta gene, complete CDS 



19081 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149958 

LIB3175-034-P1-K1-A5 

BLASTN 

g4757388 

437 

0.0e+00 

449 

99 

Arabidopsis thaliana genomic DNA, 
F15L12, complete sequence 



chromosome 5, PI clone: 



149959 

LIB3175-034-P1-K1-A6 

BLASTX 

g4220474 

196 

5.0e-15 

60 

72 

(AC006069) putative myosin heavy chain [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149960 

LIB3175-034-P1-K1-A7 

BLASTX 

gll9350 

569 

6.0e-59 

115 

99 

ENOLASE ( 2 - PHOS PHOGL YCERATE DEHYDRATASE) 

( 2 -PHOS PHO- D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1__AC006919__13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149961 

LIB3175-034-P1-K1-A8 

BLASTX 

g3183088 

214 

4.0e-17 

68 

54 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA56113_ (X7 9604) lipid transfer 
like protein [Vigna unguiculata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



149962 

LIB3175-034-P1-K1-A9 

BLASTN 

g2656028 

221 



19082 



E value 
Match length 
% identity 
NCBI Description 



1.0e-121 

326 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNF13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149963 

LIB3175-034-P1-K1-B10 

BLASTN 

g4220633 

442 

0.0e+00 

452 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K7J8, complete sequence [Arabidopsis thaliana] 



TAC clone: 



149964 

LIB3175-034-P1-K1-B11 

BLASTX 

g417103 

612 

8.0e-64 

122 
100 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153__ (X79714) histone 
H3 [Lolium temulentum] >giJL435157_emb_CAA58445__ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



149965 

LIB3175-034-P1-K1-B12 

BLASTN 

g3688169 

33 

5.0e-09 

97 

91 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAG clone F26P21 



Seq. No. 



149966 



19083 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-034-P1-K1-B4 

BLASTN 

g2828186 

163 

1.0e-86 

336 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18I23, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149967 

LIB3175-034-P1-K1-B5 

BLASTX 

g2245020 

449 

1.0e-44 

90 

100 

(Z97341) growth regulator homolog [Arabidopsis thaliana] 
149968 

LIB3175-034-P1-K1-B6 

BLASTX 

gl402904 

642 

2.0e-67 

125 

99 

(X98313) peroxidase [Arabidopsis thaliana] 
149969 

LIB3175-034-P1-K1-B7 

BLASTX 

gll5783 

558 

1.0e-57 

112 

96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi__16376__emb_CAA27543__ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149970 

LIB3175-034-P1-K1-B8 

BLASTX 

gl!2682 

639 

6.0e-67 

147 

82 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir S08510 

cruciferin precursor {CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



19084 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149971 

LIB3175-034-P1-K1-B9 

BLASTX 

g480450 

609 

1.0e-63 

119 

99 

ketol-acid reductoisomerase (EC 1, 
thaliana >gi 402552 emb CAA49506 



1.1.86) - Arabidopsis 
(X69880) ketol-acid 



reductoisomerase [Arabidopsis thaliana] 
149972 

LIB3175-034-P1-K1-C1 

BLASTN 

g2351063 

131 

8.0e-68 

159 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MCL19, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149973 

LIB3175-034-P1-K1-C10 

BLASTN 

g3128135 

250 

1.0e-138 

433 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K19E1, complete sequence [Arabidopsis thaliana] 



TAC clone 



Seq. No. 
Seq. ID 



149974 

LIB3175-034-P1-K1-C11 

BLASTN 

g3212846 

33 

7.0e-09 

401 

91 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

149975 

LIB3175-034-P1-K1-C12 

BLASTX 

g4262180 

714 

9.0e-76 

134 

99 

(AC005508) 2 9621 [Arabidopsis thaliana] 
149976 

LIB3175-034-P1-K1-C2 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl27041 

513 

3.0e-52 

98 

100 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOS YLT RANS FERAS E 1) (ADOMET SYNTHETASE 1) 

>gi_81647_pir JN0131 methionine adenosyltransf erase (EC 

2.5.1.6) - Arabidopsis thaliana >gi_166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ^ 

Match length 

% identity 

NCBI Description 



149977 

LIB3175-034-P1-K1-C3 

BLASTX 

g3273751 

633 

3.0e-66 

144 

88 

(AF061518) 
thaliana] 



manganese superoxide dismutase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149978 

LIB3175-034-P1-K1-C4 

BLASTN 

g3299824 

182 

4.0e-98 

212 

95 

Arabidopsis thaliana BAC F4C21 from chromosome IV, top arm, 
near 17 cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149979 

LIB3175-034-P1-K1-C5 

BLASTX 

g4006893 

569 

8.0e-59 

111 

97 

(Z99708) aminopeptidase-like protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



149980 

LIB3175-034-P1-K1-C6 

BLASTX 

g4567236 

226 

6.0e-19 

44 

100 

(AC007119) glycine-rich RNA binding protein Ccr2 
[Arabidopsis thaliana] 

149981 

LIB3175-034-P1-K1-C7 



19086 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4689386 

166 

1.0e-ll 

59 
64 

(AF1394 68) photosystem I reaction center subunit III [Vigna 
radiata] 

149982 

LIB3175-034-P1-K1-D10 

BLASTX 

g3236246 

517 

7.0e-53 

101 

93 

(AC004 684) putative expansin protein [Arabidopsis thaliana] 
149983 

LIB3175-034-P1-K1-D11 

BLASTX 

g4455338 

573 

2.0e-59 

117 

97 

(AL035525) putative protein [Arabidopsis thaliana] 
149984 

LIB3175-034-P1-K1-D2 

BLASTX 

g421836 

459 

6.0e-46 

93 

100 

G-box-binding factor GF14 - Arabidopsis thaliana >gi_553040 
(M96855) GF14 [Arabidopsis thaliana] 

149985 

LIB3175-034-P1-K1-D4 

BLASTX 

g3367521 

194 

6.0e-15 

117 

20 

(AC004392) Similar to gb_U08285 membrane -associated 
salt-inducible protein from Nicotiana tabacum. ESTs 
gb_T44131 and gb_T04378 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



149986 

LIB3175-034-P1-K1-D5 

BLASTX 

g2160133 



19087 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



416 

5.0e-41 

96 
89 

(AC000375) Strong similarity to Arabidopsis 
gb_X91953, F19K23 . 3, F19K23 . 15 . ESTs 

gb_T21984,gb_ATTS0219,gb_ATTS0207,gb_T21984 come from this 
gene. [Arabidopsis thaliana] 

149987 

LIB3175-034-P1-K1-D7 

BLASTN 

g2828183 

188 

1.0e-101 

381 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPL12 f complete sequence [Arabidopsis thaliana] 

149988 

LIB3175-034-P1-K1-D9 

BLASTX 

g2541876 

300 

3.0e-27 

120 

42 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

149989 

LIB3175-034-P1-K1-E11 

BLASTX 

g2506443 

624 

2.0e-65 

127 

97 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb__CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) [Arabidopsis thaliana] 

149990 

LIB3175-034-P1-K1-E12 

BLASTX 

g!246019 

551 

9.0e-57 

105 

100 



19088 



NCBI Description (S80554) chalcone synthase, CHS [Arabidopsis, Landsberg 
erecta, tt4, Peptide Mutant, 395 aa] [Arabidopsis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149991 

LIB3175-034-P1-K1-E2 

BLASTX 

gl236190 

272 

6.0e-30 

73 
95 

(U18365) cyclin dependent protein kinase homolog; similar 
to moth bean p34cdc2 protein, PIR Accession Number JQ2243 
[Brassica napus] 

149992 

LIB3175-034-P1-K1-E5 

BLASTX 

gl363526 

58 

4.0e-38 

82 

99 

plastoquinol — plastocyanin reductase (EC 1.10.99.1) 
cytochrome b6 - maize chloroplast >gi_902251_emb_CAA60315_ 
(X86563) cytochrome B6 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149993 

LIB3175-034-P1-K1-E6 

BLASTN 

g972924 

197 

1.0e-107 
277 

93 , 

Arabidopsis thaliana IAA11 



(IAA11) gene, complete cds 



149994 

LIB3175-034-P1-K1-E8 

BLASTX 

g3478700 

529 

4.0e-54 

118 

87 

(AF034387) AFT protein [Arabidopsis thaliana] 
149995 

LIB3175-034-P1-K1-E9 

BLASTX 

g3478700 

532 

2.0e-54 

119 
87 

(AF034387) AFT protein [Arabidopsis thaliana] 
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470 


E value 




Match length 
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Match length 


124 


% identity 


100 


NCBI Description 


^AxiUzz ouo j purauive LN/iJJrn. cjumone oxiaoreaucLase 




LAraoictopsis tnaiianaj >gi 44oidzdd ertiD o/iJdodcduz . i 




(ALUoooz / j putative JMAUFn qumone oxiaoreauctase 




[rix oUXUUpbXo LndildUdJ 


Seq. No. 


14 yyy y 


beq. iu 


liloJl / D Uj4~rl J\l"r j 


ixie rnoQ 


T3T SCTY 
DliiliD 1 A 




gzi judz i 


BLAST score 


513 


E value 


2.0e-52 


Match length 


yy 


% identity 


yo 


NCBI Description 


(U31565) reversibly glycosylatable polypeptide [Pisuin 




sativuin] 


Seq. No. 


150000 


Ort j-r TVS 

beq. iu 


T TnOI TC n*3y1 "D1 TV'l TT>{T 

LIBJI /0-U o4-rl-Kl-r 0 
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gjoDio y o 


BLAST score 
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E value 
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Match length 
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o lucii ii i_y 




NCBI Description 


(AF0918 4 4 ) aminoalcoholphosphot rans f eras e [ Arabidops i s 




thaliana] 


Seq. No. 


150001 


Seq. ID 


LIB3175-034-P1-K1-F6 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 
g2642432 
519 

6.0e-53 
138 
80 

(AC002391) 



putative elicitor response element binding 



protein (WRKY3) [Arabidopsis thaliana] 
150002 

LIB3175-034-P1-K1-F7 

BLASTX 

g2351374 

557 

2.0e-57 

111 

97 

(U54560) putative 26S proteasome subunit athMOV34 
[Arabidopsis thaliana] 

150003 

LIB3175-034-P1-K1-F8 

BLASTX 

g3941543 

342 

4.0e-32 

83 

83 

(AF0694 97) pelota [Arabidopsis thaliana] 

>gi_44 69016_emb_CAB38277_ (AL035602) pelota (PEL1) 

[Arabidopsis thaliana] 

150004 

LIB3175-034-P1-K1-G1 

BLASTX 

gl619300 

390 

8.0e-38 

81 

88 

(X95269) LRR protein [Lycopersicon esculentum] 
150005 

LIB3175-034-P1-K1-G10 

BLASTN 

g3798730 

42 

2.0e-14 

42 
100 

Arabidopsis thaliana transgenic line C DNA 
150006 

LIB3175-034-P1-K1-G11 

BLASTN 

g2351069 

201 



19091 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-109 

334 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSH12, complete sequence [Arabidopsis thaliana] 

150007 

LIB3175-034-P1-K1-G2 

BLASTX 

g3121825 

549 

1.0e-56 

111 
95 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_1498247_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 

150008 

LIB3175-034-P1-K1-G3 

BLASTX 

g481827 

541 

2.0e-55 

125 

79 

thioglucosidase (EC 3.2.3.1) - rape 

>gi_414103_emb_CAA79990_ {Z21978) myrosinase, thioglucoside 
glucohydrolase [Brassica napus] 

150009 

LIB3175-034-P1-K1-G4 

BLASTX 

g3915085 

546 

3.0e-56 

107 

99 

TRANS -CI NNAMATE 4 -MONOOXYGENAS E (CINNAMIC ACID 
4 -HYDROXYLASE ) (CA4H) (P450C4H) (CYTOCHROME P450 73) 
>gi_1773289 (U71081) cinnamate- 4 -hydroxylase [Arabidopsis 
thaliana] >gi_1946370 (U93215) cinnamate-4-hydroxylase 
[Arabidopsis thaliana] 

150010 

LIB3175-034-P1-K1-G5 

BLASTX 

g4582443 

430 

1.0e-42 

88 

91 

(AC007142) putative auxin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



150011 

LIB3175-034-P1-K1-G6 



19092 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl769905 

370 

1.0e-35 

102 

71 

(X98108) 



23 kDa polypeptide of oxygen-evolving comlex (OEC) 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150012 

LIB3175-034-P1-K1-G7 

BLASTX 

g2129774 

528 

6.0e-54 

115 
91 

xyloglucan endotransglycosylase-related protein XTR4 ■ 
Arabidopsis thaliana (fragment) >gi_1244754 (U43486) 
xyloglucan endotransglycosylase-related protein 
[Arabidopsis thaliana] 

150013 

LIB3175-034-P1-K1-G8 

BLASTX 

g4218127 

606 

3.0e-63 

127 

94 

(AL035353) myosin heavy chain-like protein (fragment) 
[Arabidopsis thaliana] 

150014 

LIB3175-034-P1-K1-G9 

BLASTX 

g4539335 

270 

8.0e-24 

75 

59 

(AL035539) putative protein [Arabidopsis thaliana] 



150015 

LIB3175-034-P1-K1-H1 

BLASTX 

gl26985 

619 

1.0e-64 

120 

99 

MERI-5 PROTEIN >gi_166778 
thaliana] 



(M63166) meri-5 [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



150016 

LIB3175-034-P1-K1-H10 
BLASTX 



19093 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2642450 
439 

1.0e-43 

81 
99 

(AC002391) putative metal ion transporter (Nramp) 
[Arabidopsis thaliana] >gi_3169188 (AC004401) putative 
metal ion transporter (Nramp) [Arabidopsis thaliana] 

150017 

LIB3175-034-P1-K1-H2 

BLASTX 

g3600058 

579 

5.0e-60 

119 

100 

(AF080120) similar to vacuolar ATPases [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150018 

LIB3175-034-P1-K1-H3 

BLASTX 

g4567260 

574 

2.0e-59 

131 

85 

(AC006841) putative NADPH dependent mannose 6-phosphate 
reductase [Arabidopsis thaliana] 

>gi_4582440_gb_AAD24825.1_AC007142_3 (AC007142) putative 
NADPH-dependent mannose-6-phosphate reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150019 

LIB3175-034-P1-K1-H4 

BLASTX 

g2388574 

595 

6.0e-62 

118 

98 

(AC000098) Strong similarity to Phalaenopsis homeobox 
protein (gb_U34743) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150020 

LIB3175-034-P1-K1-H5 

BLASTX 

g3080400 

183 

7.0e-33 

81 

91 

(AL022603) putative protein [Arabidopsis thaliana] 
>gi_4455264_emb_CAB36800.1_ (AL035527) putative protein 
[Arabidopsis thaliana] 



19094 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150021 

LIB3175-034-P1-K1-H6 

BLASTN 

g2914688 

90 

5.0e-43 

352 
96 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150022 

LIB3175-034-P1-K1-H7 

BLASTX 

g3367568 

190 

2.0e-14 
62 
58 

(AL031135) 
thaliana] 



protein kinase - like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150023 

LIB3175-035-P1-K1-A1 

BLASTX 

g4490332 

634 

2.0e-66 

126 
98 

(AL035656) putative protein 
150024 

LIB3175-035-P1-K1-A10 

BLASTX 

g3367568 

533 

2.0e-54 

117 

87 

(AL031135) 
thaliana] 



[Arabidopsis thaliana] 



protein kinase - like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150025 

LIB3175-035-P1-K1-A12 

BLASTN 

g2160132 

41 

1.0e-13 

103 
48 

Sequence of BAC F19K23 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



150026 

LIB3175-035-P1-K1-A2 
BLASTN 
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# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3298532 
73 

6.0e-33 

77 

99 

Arabidopsis thaliana chromosome II BAG T26B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150027 

LIB3175-035-P1-K1-A3 

BLASTX 

g2507092 

213 

3.0e-17 

47 

94 

PROTOCHLOROPHYLLIDE REDUCTASE PRECURSOR (PCR) 
(NADPH-PROTOCHLOROPHYLLIDE OXIDOREDUCTASE) >gi_968977 
(U29785) NADPH:protochlorophyllide oxidoreductase B 

[Arabidopsis thaliana] >gi_1583456_prf 2120441B 

protochlorophyllide oxidoreductase [Arabidopsis thaliana] 

150028 

LIB3175-035-P1-K1-A4 

BLASTN 

g2696018 

151 

3.0e-79 

448 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC9, complete sequence [Arabidopsis thaliana] 

150029 

LIB3175-035-P1-K1-A5 

BLASTX 

g3522929 

111 

8.0e-76 

148 

98 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

150030 

LIB3175-035-P1-K1-A6 

BLASTX 

gl628583 

596 

6.0e-62 

152 

79 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_28424 95__emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



19096 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150031 

LIB3175-035-P1-K1-A7 

BLASTN 

g3298532 

248 

1.0e-137 

418 

98 

Arabidopsis thaliana chromosome II BAC T26B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150032 

LIB3175-035-P1-K1-A8 

BLASTX 

g3355483 

314 

6.0e-29 

89 

64 

(AC004218) gibberellin-regulated protein 
[Arabidopsis thaliana] 



(GASAS)-like 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150033 

LIB3175-035-P1-K1-A9 

BLASTX 

g2507092 

271 

6.0e-24 

58 

97 

PROTOCHLORO PH YLL I DE REDUCTASE PRECURSOR (PCR) 

( NADPH- PROTOCHLOROPHYLLI DE OXIDOREDUCTASE) >gi__968 977 

(U29785) NADPH : protochlorophyllide oxidoreductase B 

[Arabidopsis thaliana] >gi_1583456_prf 2120441B 

protochlorophyllide oxidoreductase [Arabidopsis thaliana] 

150034 

LIB3175-035-P1-K1-B1 

BLASTX 

gll9143 

205 

1.0e-16 

50 
84 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb__CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi__1369928_emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



150035 

LIB3175-035-P1-K1-B10 



19097 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3985954 

243 

1.0e-134 

450 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRG21, complete sequence [Arabidopsis thaliana] 

150036 

LIB3175-035-P1-K1-B11 

BLASTN 

g3128135 

443 

0.0e+00 

447 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K19E1, complete sequence [Arabidopsis thaliana] 



PI clone: 



TAC clone 



Seq. No. 


150037 


Seq. ID 


LIB3175-035-P1-K1-B12 


Method 


rvT TV (TTTKT 

BLASTN 


NCBI GI 


gl419473 


BLAST score 


355 


E value 


0.0e+00 


Match length 


454 


% identity 


93 


NCBI Description 


A. thaliana chloroplast ndhA gene 


Seq. No. 


150038 


Seq. ID 


LIB3175-035-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g3062791 


BLAST score 


168 


E value 


1.0e-ll 


Match length 


64 


% identity 


45 


NCBI Description 


(AB010433) .Lipid transfer protein [Brassica 


Seq. No. 


150039 


Seq. ID 


LIB3175-035-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4586264 


BLAST score 


101 


E value 


7.0e-04 


Match length 


125 


% identity 


77 


NCBI Description 


(AL049640) blue copper-binding protein, 15K 




[Arabidopsis thaliana] 


Seq. No. 


150040 


Seq. ID 


LIB3175-035-P1-K1-B5 


Method 


BLASTN 


NCBI GI 


g431257 


BLAST score 


381 


E value 


0.0e+00 



(lamin) 



19098 



Match length 


A A Q 

4 4 y 




% identity 


? s 


mRNA, comolete cds 


jmudi Description 


rix. dDlUUp bio UJ.lci._L J-diict ±j.pvjAyyciia~>c V JJ ^ A£ ' ^ 


Seq. No. 


13 UU 4 1 










Method 






NCBI GI 


g3367592 




BLAST score 


376 




E value 






Match iengtn 


1Z1 




% identity 


"7 A 

/ u 


fha 1 i ana] 


NCBI Description 


(AJjU j 1 1 jj / pULaulVc piOUfcJlll [filaJJluupoio 


Seq. No. 


1 c n A /l O 
lo(JU4z 




beq. lu 


T TR^1 m-fl^R- Pi —PCI — Rft 




Method 


BLASTN 






g4757405 




BLAST score 


183 




E value 


2.0e-98 




Match length 


344 




% identity 


88 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MOJ10, complete sequence 




Seq. No. 


150043 




beq. ID 


LIB3175-035-P1-K1-B9 




Method 


BLASTX 




NCBI GI 


g3123188 




BLAST score 


676 




E value 


3.0e-71 




Match length 


138 




% identity 


95 


3 [Arabidopsis 


NCBI Description 


CATALASE 3 >gi 2347178 (U43147) catalase 


thaliana] >gi_2511726 (AF021937) catalase 


3 3 [Arabidopsis 




thaliana] 




Seq. No. 


150044 




beq. id 


LIB3175-035-P1-K1-C10 




Method 


BLASTX 




NCBI GI 


gl619602 




BLAST score 


211 




E value 


9.0e-17 




Match lengtn 


116 




% identity 


38 




NCBI Description 


(Y08726) MtN3 [Medicago truncatula] 




Seq. No. 


150045 




Seq. ID 


LIB3175-035-P1-K1-C11 




Method 


BLASTN 




NCBI GI 


g4056476 




oJLfibi score 


52 




E value 


3.0e-20 




Match length 


96 




% identity 


89 




NCBI Description 


Arabidopsis thaliana chromosome II BAC F3G5 genomic 




sequence, complete sequence [Arabidopsis 


thaliana] 



19099 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150046 

LIB3175-035-P1-K1-C12 

BLASTN 

g2281081 

224 

1.0e-123 

415 

97 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150047 

LIB3175-035-P1-K1-C3 

BLASTX 

gll5385 

313 

6.0e-29 

84 

76 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150048 

LIB3175-035-P1-K1-C4 

BLASTN 

g3659908 

227 

1.0e-125 

239 

99 

Arabidopsis thaliana histidyl-tRNA synthetase mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150049 

LIB3175-035-P1-K1-C5 

BLASTN 

g4325340 

247 

1.0e-136 

444 

100 

Arabidopsis thaliana BAC T1J1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150050 

LIB3175-035-P1-K1-C7 

BLASTN 

g 4467094 

401 

0.0e+00 

454 

97 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F20D10 



Seq. No. 



150051 



19100 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-035-P1-K1-D1 

BLASTN 

g3776000 

312 

1.0e-175 

374 

99 

Arabidopsis thaliana mRNA for DEAD box RNA helicase, RH12 



Seq. • No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150052 

LIB3175-035-P1-K1-D10 

BLASTX 

gl!75395 

153 

5.0e-10 

105 

31 

HYPOTHETICAL 14.1 KD PROTEIN C31A2.02 IN CHROMOSOME I 

>gi_2130413_pir S58099 hypothetical protein SPAC31A2.02 

fission yeast (Schizosaccharomyces pombe) 
>gi_914880_emb_CAA904 60_ (Z50113) unknown 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150053 

LIB3175-035-P1-K1-D11 

BLASTX 

g2911057 

631 

5.0e-66 

123 

100 

(AL021961) caffeoyl-CoA O-methyltransferase - like protein 
[Arabidopsis thaliana] 



Seq. No. 


150054 


Seq. ID 


LIB3175-035-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4371293 


BLAST score 


67 


E value 


6.5e+00 


Match length 


139 


% identity 


18 


NCBI Description 


(AC006260) hypothetical protein [Arabidopsis 


Seq. No. 


150055 


Seq. ID 


LIB3175-035-P1-K1-D3 


Method 


BLASTN 


NCBI GI 


g2564049 


BLAST score 


141 


E value 


2.0e-73 


Match length 


253 


% identity 


89 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



PI clone: 



MLE2, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



150056 

LIB3175-035-P1-K1-D4 



19101 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4210449 

693 

3.0e-73 

151 

91 

(AB016471) ARR1 protein [Arabidopsis thaliana] 





Seq. No. 


i c a a c n 




Seq. ID 


t TDQnc n "3 c: ni pic 




Method 


BLASTN 




NCBI GI 


g4733952 




oiiAbi score 






E value 


u . ue+uu 




Match length 


458 




% identity 


98 




NCBI Description 


AraJDidopsis rnaiiana cnromosome i tsiio rzonii genomic 






sequence, complete sequence 




Seq. No. 


1 C A A C O 

150058 




Seq. ID 


LIB3175-035-P1-K1-D7 




Method 


BLASTX 




NCBI GI 


g4U4933o 




BLAST score 


O O Q 




E value 


9.0e-38 


y 5 


Match length 


88 




% identity 


89 


+= 


NCBI Description 


(AL034567) putative protein [Arabidopsis thaliana] 


y 5 


Seq. No. 


1 c a a c n 




Seq. ID 


LIB3175-035-P1-K1-D8 


™ * 


Method 


BLASTN 




NCBI GI 


g4337026 




BLAST score 


48 




E value 


7.0e-18 




Match length 


1 




% identity 


84 




NCBI Description 


Arabidopsis thaliana MFP2 mRNA, complete cds 




Seq. No. 


150060 




Seq. ID 


LIB3175-035-P1-K1-D9 




Method 


BLASTN 




NCBI GI 


g3367500 




BLAST score 


397 




E value 


0.0e+00 




Match length 


442 




% identity 


55 




NCBI Description 


REVERSE-COMPLEMENT OF: F23 J3 . GCG. SEQ CHECK: 2754 FROM: 1 






TO: 93489, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



150061 

LIB3175-035-P1-K1-E10 

BLASTX 

g4587615 

479 

3.0e-48 
150 



19102 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

(AC006951) putative acyl-CoA synthetase [Arabidopsis 
thaliana] >gi_4 6894 69_gb_AAD27 905 . 1_AC007213_3 (AC007213) 
putative acyl-CoA synthetase- [Arabidopsis thaliana] 

150062 

LIB3175-035-P1-K1-E11 

BliASTX 

g3600055 

714 

9.0e-76 

134 

100 

(AF080120) contains similarity to Pisum sativum disease 
resistance response protein 206-d (GB:U11716) [Arabidopsi 
thaliana] 



Seq. No. 


150063 


Seq. ID 


LIB3175-035- 


Method 


BLASTX 


NCBI GI 


g2864614 


BLAST score 


238 


E value 


6. Oe-20 


Match length 


137 


% identity 


42 


NCBI Description 


(AL021811) i 


Seq. No. 


150064 


Seq. ID 


LIB3175-035- 


Method 


BLASTX 


NCBI GI 


g4585981 


BLAST score 


52 


E value 


4.0e-29 


Match length 


134 


% identity 


75 


NCBI Description 


(AC005287) 




[Arabidopsi 


Seq. No. 


150065 


Seq. ID 


LIB3175-035 


Method 


BLASTX 


NCBI GI 


g3894172 


BLAST score 


569 


E value 


9.0e-59 


Match length 


109 


% identity 


100 


NCBI Description 


(AC005312) 




thaliana] 


Seq. No. 


150066 


Seq. ID 


LIB3175-035 


Method 


BLASTX 


NCBI GI 


g4455199 


BLAST score 


334 


E value 


3.0e-31 


Match length 


78 


% identity 


85 



•P1-K1-E12 



similar to Na+/H+-exchanging proteins 



■P1-K1-E3 



putative cinnamoyl-CoA reductase [Arabidopsis 



19103 



NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 




150067 


Seq. ID 


LIB3175-035-P1-K1-E6 


Mcf In r\A 
ric L11UU 


jjunu j. *\ 


NCBI GI 


gl076402 


BLAST score 


629 


T* 1 17^1 IIP 

d value 


7 Oe-66 


i la. LL^ii icny Lii 


125 


0 -L U.C11 uity 


90 


MPRT Opsct "i nt i on 


S-like ribonuclease RNS2 - Arabidopsis thaliana 


O \> V-^ • LNUt 


150068 

X J V V V w 


Sea. ID 


LIB3175-035-P1-K1-E7 


Mf^f* hod 


BLASTN 




a3869069 

y »J <J \j ~s \j \j s 


BLAST score 


11 


E value 


3.0e-35 


Ma^ch 1 pnn+h 

Xeiiy Lll 


263 


3- -4 Honl" "i +*\/ 

o _L Uvll 1 L l_ j/ 


89 




Arabidopsis thaliana genomic DNA, chromosome 3 f PI 




MEB5/ coniplete sequence [Arabidopsis thaliana] 


Oeq • LNU • 


1 50069 

uyuu j 


OC^< X U 


LIB3175-035-P1-K1-E8 


TV^/^+* V~s n 

Lyieunoa 


J3i_Lrt.O 1 A 


NCBI GI 


g4531444 


BLAST score 


773 


1l value 




4— /-i Vi T ^t*i /"ft - Vi 


1 d Q 

X fi _? 


^ XUeilLJ.L.y 


-7 _7 




(AC006224) putative protein kinase [Arabidopsis th< 




1 50070 


Seq. ID 


LIB3175-035-P1-K1-E9 


11C L11UU 


BLASTX 


NCBI GI 


g!418990 


BLAST score 


391 


j_j v ui tie 


7 Oe-38 


HCLLOil xenyun 


108 

x vj u 


t> -LtleU L J_ l. y 




IM^DX L/COOil^'LlUil 


/ 7,7 5 59 4^ nnVnnwn riiVPO'D^TS icon PSPiilentuml 






Seq. ID 


LIB317 5-035-P1-K1-F10 


Method 


BLASTN 


NCBI GI 


g4699904 


BLAST score 


259 


E value 


1.0e-144 


Match length 


294 



% identity 

NCBI Description 



98 

Genomic sequence for Arabidopsis thaliana BAC F1E22, 
complete sequence 



Seq. No. 
Seq. ID 
Method 



150072 

LIB3175-035-P1-K1-F11 
BLASTN 



19104 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4589411 
35 

3.0e-10 

83 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
F5H8, complete sequence 



PI clone: 



Seq. No. 


loUU 15 


Seq. ID 


LIB3175-035-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g44oyuUo 


BLAST score 




E value 


3.0e-65 


Match length 


118 


% identity 


99 


NCBI Description 


(AL035602) putative protein [Arabidopsis 


Seq. No. 


150074 


Seq. ID 


LIB3175-035-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2244977 


BLAST score 


580 


E value 


4.0e-60 


Match length 


129 


% identity 


88 


NCBI Description 


(Z97340) cysteine proteinase [Arabidopsi 


Seq. No. 


150075 


Seq. ID 


LIB3175-035-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3493611 


BLAST score 


374 


E value 


7.0e-36 


Match length 


118 


% identity 


62 


NCBI Description 


(AF068318) regulatory subunit of protein 




beta-subunit [Arabidopsis thaliana] 


Seq. No. 


150076-- 


Seq. ID 


LIB3175-035-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl708924 


BLAST score 


310 


E value 


2.0e-28 


Match length 


81 


% identity 


68 


NCBI Description 


MALATE OXIDOREDUCTASE (MALIC ENZYME) (ME 



MALIC ENZYME) 
dehydrogenase 



(NADP-DEPENDENT 
(NADP-ME) >gi_515759 (L34836) malate 
(NADP+) [Vitis vinifera] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



150077 

LIB3175-035-P1-K1-F6 

BLASTN 

g3063690 

418 

0.0e+00 



19105 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



454 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4D11 
(ESSAII project) 

150078 

LIB3175-035-P1-K1-F7 

BLASTN 

g2351064 

374 

0.0e+00 

386 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MDJ22, complete sequence [Arabidopsis thaliana] 

150079 

LIB3175-035-P1-K1-F8 

BLASTX 

g3687301 

152 

6.0e-10 

92 

38 

(AJ006376) subtilisin-like protease [Lycopersicon 
esculentum] >gi_3687309_emb_CAA07 001_ (AJ006380) 
subtilisin-like protease [Lycopersicon esculentum] 

150080 

LIB3175-035-P1-K1-F9 

BLASTX 

gll69476 

613 

6.0e-64 

120 

98 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) (VITRONECTIN- LIKE 
ADHESION PROTEIN 1) (PVN1) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 

150081 

LIB3175-035-P1-K1-G1 

BLASTN 

g4589969 

170 

1.0e-90 

291 

94 

Arabidopsis thaliana chromosome II BAC F1P15 genomic 
sequence, complete sequence 

150082 

LIB3175-035-P1-K1-G10 

BLASTX 

g2252844 

716 

5.0e-76 



19106 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



128 
100 

(AF013293) belongs to the cytochrome p450 family 
[Arabidopsis thaliana] 

150083 

LIB3175-035-P1-K1-G11 

BLASTN 

g3241922 

276 

1.0e-154 

395 
100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLM24 , complete sequence [Arabidopsis thaliana] 

150084 

LIB3175-035-P1-K1-G12 

BLASTX 

gl076393 

607 

3.0e-63 

125 

98 

RCI14A protein - Arabidopsis thaliana 

>gi_540559_emb_CAA52237_ (X74140) RCI14A [Arabidopsis 
thaliana] 

150085 

LIB3175-035-P1-K1-G2 

BLASTN 

g4159703 

162 

7.0e-86 

427 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K5F14, complete sequence 



Seq. No. 


150086 


Seq. ID 


LIB3175- 


Method 


BLASTX 


NCBI GI 


g4539389 


BLAST score 


373 


E value 


9.0e-36 


Match length 


76 


% identity 


100 


NCBI Description 


(AL03552 


Seq. No. 


150087 


Seq. ID 


LIB3175- 


Method 


BLASTX 


NCBI GI 


g4455354 


BLAST score 


264 


E value 


5.0e-23 


Match length 


117 


% identity 


53 



19107 



NCBI Description (AL035524) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150088 

LIB3175-035-P1-K1-G8 

BLASTX 

g4376815 

166 

2.0e-ll 

118 
32 

(AE001637) GutQ/KpsF Family Sugar-P Isomerase 
pneumoniae] 



[Chlamydia 



150089 

LIB3175-035-P1-K1-G9 

BLASTX 

gl20667 

453 

3.0e-45 

89 

98 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150090 

LIB3175-035-P1-K1-H1 

BLASTX 

g939726 

507 

1.0e-51 

113 
87 

(U31370) cyclophilin [Arabidopsis thaliana] 
150091 

LIB3175-035-P1-K1-H10 

BLASTX 

gl!70606 

427 

4.0e-42 

148 
54 

ADENYLATE KINASE, CHLOROPLAST (ATP -AMP TRANS PHOSPHORYLASE) 

>gi_629863_pir S45634 adenylate kinase (EC 2.7.4.3), 

chloroplast - maize >gi_3114421_pdb_lZAK_A Chain A, 

Adenylate Kinase From Maize In Complex With The Inhibitor 

Pl,P5-Bis (Adenosine-S'-Jpentaphosphate (Ap5a) 

>gi_3114 422_pdb_lZAK_B Chain B, Adenylate Kinase From Maize 

In Complex With The Inhibitor 

PI, P5-Bis (Adenosine-5 1 -) pentaphosphate (Ap5a) 



Seq. No. 



150092 



19108 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-035-P1-K1-H11 

BLASTN 

g3449333 

236 

1.0e-130 

414 

46 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXF12, complete sequence [Arabidopsis thaliana] 



PI clone: 



150093 

LIB3175-035-P1-K1-H12 

BLASTX 

g4581114 

268 

2.0e-23 

98 

58 

(AC005825) putative HesB-like protein; required for 
efficient nitrogen fixation in Cyanobacteria [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150094 

LIB3175-035-P1-K1-H2 

BLASTX 

g3286693 

597 

4.0e-62 

124 

96 

(Y15433) 33 kDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 

150095 

LIB3175-035-P1-K1-H4 

BLASTX 

g2160133 

409 

6.0e-40 

141 

62 

(AC000375) Strong similarity to Arabidopsis 
gb_X91953, F19K23 . 3, F19K23 . 15 . ESTs 

gb_T21984,gb_ATTS0219,gb_ATTS0207,gb_T21984 come from this 
gene. [Arabidopsis thaliana] 

150096 

LIB3175-035-P1-K1-H5 

BLASTN 

g3449325 

370 

0.0e+00 

420 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K16H17, complete sequence [Arabidopsis thaliana] 



19109 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150097 

LIB3175-035-P1-K1-H6 

BLASTX 

g4417280 

746 

2.0e-7 9 

152 

99 

(AC007019) putative ATP synthase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150098 

LIB3175-035-P1-K1-H7 

BLASTN 

g2656025 

409 

0.0e+00 

453 

97 

Arabidopsis thaliana genomic DNA, 
MCD7 



chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150099 

LIB3175-035-P1-K1-H9 

BLASTX 

gl20675 

547 

4.0e-56 

129 

81 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA27844_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 

150100 

LIB3175-036-P1-K1-A1 

BLASTX 

g3318611 

210 

1.0e-16 

52 

79 

(AB016063) mitochondrial phosphate transporter [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150101 

LIB3175-036-P1-K1-A11 

BLASTX 

g2864617 

290 

2.0e-45 

127 

81 

(AL021811) H+-transporting ATP synthase chain9 
protein [Arabidopsis thaliana] 



like 



19110 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150102 

LIB3175-036-P1-K1-A2 

BLASTX 

g2829870 

684 

3.0e-72 

156 

86 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150103 

LIB3175-036-P1-K1-A4 

BLASTX 

gll69201 

522 

3.0e-53 

135 

80 

DNA- DAMAGE - RE PAI R / TOLE RAT I ON PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S337 07 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 

150104 

LIB3175-036-P1-K1-A5 

BLASTX 

gll69201 

270 

7.0e-24 

86 

66 

DNA- DAMAGE - RE PAI R/ TOLERAT ION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 



Seq. No. 


150105 


Seq. ID 


LIB3175-036-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3107903 


BLAST score 


257 


E value 


3.0e~22 


Match length 


84 


% identity 


55 


NCBI Description 


(D83719) polycomb-like protein 


Seq. No. 


150106 


Seq. ID 


LIB3175-036-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl!70767 


BLAST score 


264 


E value 


4.0e-23 


Match length 


112 


% identity 


53 


NCBI * Description 


26S PROTEASE REGULATORY SUBUNIT 



HOMOLOG (LET1 PROTEIN) 

>gi_626074_pir S45176 transcription factor SUG1 homolog 

fission yeast (Schizosaccharomyces pombe) >gi_406051 
(U02280) Letl [Schizosaccharomyces pombe] 
>gi_4106689_emb__CAA22628__ (AL035065) 26s protease 



19111 



regulatory subunit 8 homolog [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150107 

LIB3175-036-P1-K1-B12 

BLASTX 

g3157931 

550 

1.0e-56 

125 

90 

(AC002131) Similar to pyrophosphate-dependent 
phosphofuctokinase beta subunit gb_Z32850 from Ricinus 
communis. ESTs gb_N65773, gb_N64 925 and gb_F15232 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150108 

LIB3175-036-P1-K1-B2 

BLASTX 

gl30708 

274 

5.0e-24 

55 

89 

SERINE /THREONINE PROTEIN PHOSPHATASE PP1 

>gi_81693_pir S12985 phosphoprotein phosphatase (EC 

3.1.3.16) 1 catalytic chain - rape (fragment) 
>gi_17846_emb_CAA40686_ (X57438) phosphatase 1 catalytic 
subunit [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150109 

LIB3175-036-P1-K1-B3 

BLASTX 

g3164140 

385 

7.0e-42 

152 

59 

(D78605) cytochrome P450 monooxygenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150110 

LIB3175-036-P1-K1-B4 

BLASTN 

g4220640 

282 

1.0e-157 

418 

51 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MPE11, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



150111 

LIB3175-036-P1-K1-B6 

BLASTX 

gl402908 

536 

6.0e-55 



19112 



Match length 

% identity 

NCBI Description 



127 
83 

(X98315) peroxidase [Arabidopsis thaliana] 
>gi_1429221_emb_CAA67313_ (X98777) peroxidase ATP16a 
[Arabidopsis thaliana] >gi_4455802_emb__CAB37193_ (AJ133036) 
peroxidase [Arabidopsis thaliana] 



oeq • JNO . 


1 RD1 1 9 

±D U11Z, 


beg. iu 


T TR^I 7^ — n*3fi — Pi — Tf1 — Vkl 




DlinO 1 A. 




gzz 44 ODZ1 


DJ_i/ibi score 


9 /I £ 
Z 4 0 


Ill ValUc 




jyiancn lengcn 


IjU 


% identity 


96 


NCBI Description 


(AF004393) salt-stress induced tonoplast intrinsic prot 




r Iiy^ V"\ -? r\~r~\ ot o -f- V% -a 1 i ana 1 
[riraiJlClOpolS midJ-Xcilla. J 


Seq. No. 


loUll j 


Seq. ID 


uLBjl 1 0 — U j0 _ rl" i\l — LI 


Method 


BLASTX 


NCBI GI 


gzo4z4 yu 


BLAST score 


4 4 a 


E value 


1 . ue-44 


Match length 


q n 


% identity 


97 


NCBI Description 


(AL021749) heat-shock protein [Arabidopsis thaliana] 


Seq. No. 


loU114 


Seq. ID 


LIBol /o-Uob-Pl-J\l-ClU 


Method 


.bljiiOlIN 


NCBI GI 


goo oUz43 


BLAST score 


37 


E value 


o . ue— ±i 


Match length 




% identity 




NCBI Description 


Arabidopsis thaliana chromosome II BAC F15K20 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


lbUllo 


Seq. ID 


LIB31 /O-Uob-Pl-Kl-Cll 


Method 


BLASTX 


NCBI GI 


g445ooz9 


BLAST score 


f c\ o 

693 


Zt valUc 




Match length 


142 


% identity 


99 


NCBI Description 


(AL035525) lysine-ketoglutarate reductase/saccharopine 




[Arabidopsis thaliana] 


Seq. No. 


150116 


Seq. ID 


LIB3175-036-P1-K1-C12 


Method 


BLASTN 


NCBI GI 


g4455262 


BLAST score 


229 


E value 


1.0e-126 


Match length 


395 



19113 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



97 

Arabidopsis thaliana DNA chromosome 4, BAG clone F17L22 
(ESSAII project) 

150117 

LIB3175-036-P1-K1-C3 

BLASTX 

gl353352 

342 

4.0e-32 

100 
71 

(U3197 5) alanine aminotransferase [Chlamydomonas 
reinhardtii] 

150118 

LIB3175-036-P1-K1-C5 

BLASTX 

gll69201 

385 

3.0e-37 

112 

73 

DNA- DAMAGE - RE PA I R / T OLERAT I ON PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 

150119 

LIB3175-036-P1-K1-C6 

BLASTX 

g3461848 

163 

3.0e-ll 

62 

65 

(AC005315) putative ATPase [Arabidopsis thaliana] 
150120 

LIB3175-036-P1-K1-C7 

BLASTX 

g4586047 

334 

4.0e-31 

146 

53 

(AC007 020) putative ferritin protein [Arabidopsis thaliana] 
>gi_4588004_gb_AAD25945.1_AF085279__18 (AF085279) 
hypothetical ferritin subunit [Arabidopsis thaliana] 

150121 

LIB3175-036-P1-K1-C8 

BLASTN 

g3337347 

146 

2.0e-76 

434 

99 



19114 



NCBI Description Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150122 

LIB3175-036-P1-K1-D1 

BLASTX 

gl084335 

318 

2.0e-48 

102 
96 

calcium-dependent protein kinase (EC 2.7.1.-) 2 - 
Arabidopsis thaliana >gi_604 881_dbj_BAA04830__ (D21806) 
calcium-dependent protein kinase [Arabidopsis thaliana] 

150123 

LIB3175-036-P1-K1-D11 

BLASTX 

g2829891 

550 

1.0e-56 

118 

91 

(AC002311) Unknown protein [Arabidopsis thaliana] 
150124 

LIB3175-036-P1-K1-D12 

BLASTN 

g3860243 

184 

5.0e-99 

394 

97 

Arabidopsis thaliana chromosome II BAC F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

150125 

LIB3175-036-P1-K1-D5 

BLASTN 

gl66695 

92 

2.0e-44 

252 
84 

Arabidopsis thaliana recombination and DNA-damage 
resistance protein (DRT112) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150126 

LIB3175-036-P1-K1-D8 

BLASTX 

g3461848 

200 

2.0e-15 

89 

56 

(AC005315) putative ATPase [Arabidopsis thaliana] 



19115 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150127 

LIB3175-036-P1-K1-E1 

BLASTX 

gl402877 

502 

3.0e-56 

154 

79 

(X98130) unknown [Arabidopsis thaliana] 
>gi_1495257_emb_CAA66117_ (X97485) orf03 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150128 

LIB3175-036-P1-K1-E10 

BLASTX 

gl32074 

497 

2.0e-50 

97 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150129 

LIB3175-Q36-P1-K1-E11 

BLASTN 

g2645198 

103 

9.0e-51 

367 

83 

Arabidopsis thaliana chromosome I BAC T26J12 genomic 
sequence , complete sequence [Arabidopsis thaliana] 

150130 

LIB3175-036-P1-K1-E12 

BLASTN 

g2335089 

107 

4.0e-53 

379 

82 

Arabidopsis thaliana chromosome II BAC T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150131 

LIB3175-036-P1-K1-E2 

BLASTX 

g4006890 

368 

2.0e-40 

91 

97 

(Z99708) ubiquitin — protein ligase-like protein 
[Arabidopsis thaliana] 



19116 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150132 

LIB3175-036-P1-K1-E3 

BLASTX 

g417103 

417 

2.0e-58 

131 

96 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958__ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi__488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U094 61) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911__emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbjJBAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380__ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38916. 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150133 

LIB3175-036-P1-K1-E4 

BLASTX 

g2911057 

469 

5.0e-47 
115 

85 

(AL021961) caffeoyl-CoA O-methyltransf erase - like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150134 

LIB3175-036-P1-K1-E5 

BLASTX 

g2911057 

51 

4.0e-13 

75 
59 

(AL021961) caffeoyl-CoA O-methyltransf erase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



150135 

LIB3175-036-P1-K1-E6 

BLASTX 

gl755162 

683 

3.0e-80 



19117 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



156 
94 

(U75192) 



germin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



150136 

LIB3175-036-P1-K1-E7 

BLASTX 

gl363488 

369 

3.0e-43 

102 

94 

IAA8 protein - Arabidopsis thaliana >gi_972919 (U18410) 
IAA8 [Arabidopsis thaliana] >gi_4314364_gb_AAD15575_ 
(AC006340) auxin-induced IAA8 protein [Arabidopsis 
thaliana] 

150137 

LIB3175-036-P1-K1-E9 

BLASTX 

gll4335 

729 

2.0e-77 

148 

97 

PLASMA MEMBRANE AT PAS E 2 (PROTON PUMP) 

>gi_67973_pir PXMUP2 H+-transporting ATPase (EC 3.6.1.35) 

type 2, plasma membrane - Arabidopsis thaliana >gi_166629 
(J05570) H+-ATPase [Arabidopsis thaliana] 

150138 

LIB3175-036-P1-K1-F1 

BLASTX 

gll2681 

587 

9.0e-65 

135 

93 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604__pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808 936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

150139 

LIB3175-036-P1-K1-F10 

BLASTN 

g3927822 

46 

9.0e-17 

70 

91 

Arabidopsis thaliana chromosome II BAC F8N16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

150140 

LIB3175-036-P1-K1-F12 



19118 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4455262 

82 

3.0e-38 

214 

85 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
{ESSAII project) 



F17L22 



150141 

LIB3175-036-P1-K1-F2 

BLASTX 

gl362007 

743 

3.0e-79 

140 

99 

thioglucosidase (EC 3.2.3.1) - Arabidopsis thaliana 
>gi_871992_emb_CAA55787_ (X7 9195) thioglucosidase 
[Arabidopsis thaliana] 



Seq. No. 


150142 


Seq. ID 


LIB3175-036-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4741948 


BLAST score 


614 


E value 


4.0e-64 


Match length 


116 


% identity 


99 


NCBI Description 


(AF134124) Lhcb2 protein [Arabidopsis thaliana] 


Seq. No. 


150143 


Seq. ID 


LIB3175-036-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3158376 


BLAST score 


75 


E value 


2.0e-61 


Match length 


127 


% identity 


94 


NCBI Description 


(AF035385) unknown [Arabidopsis thaliana] 


Seq. No. 


150144 


Seq. ID 


LIB3175-036-P1-K1-G1 


Method 


BLASTN 


NCBI GI 


g4191771 


BLAST score 


184 


E value 


5.0e-99 


Match length 


463 


% identity 


95 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F3P11 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


150145 


Seq. ID 


LIB3175-036-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


g2829892 


BLAST score 


829 



19119 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-89 

157 

99 

(AC002311) 



putative pectinesterase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



150146 

LIB3175-036-P1-K1-G12 

BLASTX 

gl429209 

617 

2.0e-64 

121 

99 

(X99111) beta-fructosidase [Arabidopsis thaliana] 
150147 

LIB3175-036-P1-K1-G2 

BLASTX 

gl31770 

355 

6.0e-37 

119 

58 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyosteliurct 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 

150148 

LIB3175-036-P1-K1-G3 

BLASTX 

g4262156 

360 

1.0e-48 

126 

88 

(AC005275) putative component of cytochrome B6-F complex 
[Arabidopsis thaliana] 

• 150149 
LIB3175-036-P1-K1-G8 
BLASTN 
g3341671 
215 

1.0e-117 

271 

95 

Arabidopsis thaliana chromosome II BAC F16B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

150150 

LIB3175-036-P1-K1-H10 

BLASTX 

g2464913 

591 

3.0e-61 



19120 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



120 
99 

(Z99708) sugar transporter like protein [Arabidopsis 
thaliana] 

150151 

LIB3175-036-P1-K1-H12 

BLASTN 

g4455262 

46 

8.0e-17 

288 
92 

Arabidopsis thaliana DNA chromosome 4, BAG clone F17L22 
(ESSAII project) 

150152 

LIB3175-036-P1-K1-H2 

BLASTX 

g4406767 

224 

3.0e-60 

121 

98 

(AC006836) putative flavonol sulfotransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150153 

LIB3175-036-P1-K1-H3 

BLASTX 

gl707013 

216 

2.0e-17 

100 

44 

(U78721) Brassica napus hypothetical protein 2 isolog 
[Arabidopsis thaliana] 



Seq. No. 


150154 


Seq. ID 


LIB3175-036-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g4567283 


BLAST score 


452 


E value 


4.0e-45 


Match length 


112 


% identity 


82 


NCBI Description 


(AC006841) unknown protein [Arabidopsis thaliana] 


Seq. No. 


150155 


Seq. ID 


LIB3175-036-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g3157937 


BLAST score 


333 


E value 


2.0e-31 


Match length 


75 


% identity 


87 


NCBI Description 


(AC002131) Identical to aspartic proteinase cDNA gb_ 



19121 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



from A. thaliana. ESTs gb_N96313, gb_T21893, gb_R30158, 
gb_T21482, gb_T43650, gb_R64749, gb_R65157 / gb_T88269, 
gb_T44552, gb_T22542, gb_T76533, gb_T44350, gb_Z34591, 
gb_AA728734, gb 

150156 

LIB3175-036-P1-K1-H7 

BLASTN 

g2618602 

152 

6.0e-80 

391 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 



Seq- No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



150157 

LIB3175-036-P1-K1-H9 

BLASTX 

g4337175 

672 

4.0e-72 

140 

98 

(AC006416) ESTs gb_T20589, gb_T04648 / gb_AA597906, 
gb_T04111, gb_R841*80, gb_R65428, gb_T44439, gb_T76570 / 
gb_R90004 f gb_T45020, gb_T42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 

150158 

LIB3175-037-P1-K1-A10 

BLASTX 

g4510345 

436 

5.0e-43 

90 

97 

(AC006921) unknown protein [Arabidopsis thaliana] 
150159 

LIB3175-037-P1-K1-A11 

BLASTN 

g2924257 

329 

0.0e+00 

398 

48 

Tobacco chloroplast genome DNA 
150160 

LIB3175-037-P1-K1-A12 

BLASTX 

g4249382 

268 

1.0e-23 

73 

67 



19122 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

150161 

LIB3175-037-P1-K1-A4 

BLASTX 

g3004557 

113 

3.0e-15 

64 

86 

(AC003673) plasma membrane proton pump H+ ATPase, PMA1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150162 

LIB3175-037-P1-K1-A5 

BLASTX 

g2338712 

262 

8.0e-23 

69 

74 

(AF013959) metallothionein-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150163 v 

LIB3175-037-P1-K1-A9 

BLASTN 

g2618602 

235 

1.0e-129 

383 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150164 

LIB3175-037-P1-K1-B1 

BLASTN - 

gl657616 

99 

2.0e-48 

245 

85 

Arabidopsis thaliana putative nuclear DNA-binding protein 
G2p {AtG2 ) mRNA, complete cds 

150165 

LIB3175-037-P1-K1-B11 

BLASTN 

g4512690 

198 

1.0e-107 

403 

98 

Arabidopsis thaliana chromosome II BAC F11A3 genomic 



19123 



sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150166 

LIB3175-037-P1-K1-B12 

BLASTX 

g3236238 

632 

3.0e-66 

122 

98 

(AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi_4519792_dbj_BAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 



Seq. No. 


loulo / 


Seq. ID 


LIB3175-037-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g455yi 


BLAST score 


1 O ""l 

322 


E value 


7 . Oe-30 


Match length 


bo 


% identity 


98 


NCBI Description 


(AC007087) putative phosphoenolpyruvate carboxylase 




[Arabidopsis thaliana] 


Seq. No. 


150168 


Seq. ID 


LIB3175-037-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


g405130 


BLAST score 


234 


E value 


1 . Oe-129 


Match length 


314 


% identity 


94 


NCBI Description 


Arabidopsis thaliana nuclear-encoded chloroplast stro 




cyclophilin (ROC4) mRNA, complete cds 


Seq. No. 


150169 


Seq. ID 


LtLaol ID "Uj / rl M Hi 


Method 


BLASTX 


NCBI GI 


gl755162 


BLAST score 


565 


E value 


2.0e-58 


Match length 


112 


% identity 


96 


NCBI Description 


(U75192) germin-like protein [Arabidopsis thaliana] 


Seq. No. 


150170 


Seq. ID 


LIB3175-037-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3482931 


BLAST score 


539 


E value 


2.0e-55 


Match length 


115 


% identity 


93 


NCBI Description 


(AC003970) germin-like protein [Arabidopsis thaliana] 


Seq. No. 


150171 



19124 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-037-P1-K1-C6 

BLASTX 

gll70939 

353 

1.0e-33 

70 

96 

S -ADENOS YLMETH I ON I NE SYNTHETASE 3 (METHIONINE 
ADENOSYLT RAN SFE RASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408_pir S46540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108_emb_CAA80867_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculent urn] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150172 

LIB3175-037-P1-K1-C7 

BLASTX 

g548653 

425 

5.0e-42 

104 

85 

SOS RIBOSOMAL PROTEIN L12-A, CHLOROPLAST PRECURSOR (CL12-A) 

>gi_541895_pir A53394 ribosomal protein L12.A, chloroplast 

- Arabidopsis thaliana >gi__468771_emb_CAA48181_ (X68046) 
ribosomal protein L12 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150173 

LIB3175-037-P1-K1-C8 

BLASTX 

gl705998 

345 

2.0e-32 

120 

60 

COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 

>gi_1082254_pir A55136 beta-coat protein - human 

(fragment) >gi_620110_emb_CAA57622_ (X82103) beta-Coat 
protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150174 

LIB3175-037-P1-K1-C9 

BLASTX 

g3851636 

397 

1.0e-38 

103 

71 

(AF098519) 
(AF056316) 



unknown [Avicennia marina] >gi_4128206 
40S ribosome protein S7 [Avicennia marina] 



"Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



150175 

LIB3175-037-P1-K1-D1 

BLASTX 

gl086252 

173 

2.0e-12 



19125 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



63 
54 

sucrose cleavage protein - Potato <>gi_707001_bbs_157931 
(S74161) sucrolytic enzyme /f err edoxin homolog [Solanum 
tuberosum=potatoes, cv. Cara, leaf, Peptide, 322 aa] 
[Solanum tuberosum] 

150176 

LIB3175-037-P1-K1-D10 

BLASTX 

g4006881 

43 

6.0e-51 

116 

67 

(Z99707) putative protein [Arabidopsis thaliana] 
150177 

LIB3175-037-P1-K1-D11 

BLASTN 

g3650026 

277 

1.0e-154 

380 

93 

Arabidopsis thaliana chromosome II BAC T26I20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

150178 

LIB3175-037-P1-K1-D12 

BLASTX 

g2909783 

584 

1.0e-60 

125 
93 

(AF020289) MgATP-energized glutathione S-conjugate pump 
[Arabidopsis thaliana] 

150179 

LIB3175-037-P1-K1-D2 

BLASTN 

g4581138 

322 

0.0e+00 

342 

99 

Arabidopsis thaliana chromosome II BAC F1011 genomic 
sequence, complete sequence 

150180 

LIB3175-037-P1-K1-D3 

BLASTN 

g3985950 

261 

1.0e-145 
362 



19126 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPI10, complete sequence [Arabidopsis thaliana] 

150181 

LIB3175-037-P1-K1-D4 

BLASTX 

g!170089 

609 

5.0e-64 

132 

96 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_497789_dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004669) glutathione 
S-transferase [Arabidopsis thaliana] 



Seq. No. 


150182 


Seq. ID 


LIB317 5-037 -P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3914917 


BLAST score 


333 


E value 


3. 0e-31 


Match length 


64 


% identity 


100 


NCBI Description 


40S RIBOSOMAL PROTEIN S3A 


Seq. No. 


150183 


Seq. ID 


LIB3175-037-P1-K1-D6 


Method 


BLASTN 


NCBI GI 


g3242970 


BLAST score 


198 


E value 


1.0e-107 


Match length 


368 


% identity 


98 


NCBI Description 


Arabidopsis thaliana BAC T4I9, chromosome IV 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


150184 


Seq. ID 


LIB3175-037-P1-K1-D7 


Method 


BLASTN 


NCBI GI 


g2244788 


BLAST score 


75 


E value 


5.0e-34 


Match length 


236 


% identity 


93 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSA 




fragment No 


Seq. No. 


150185 


Seq. ID 


LIB3175-037-P1-K1-E1 


Method 


BLASTN 


NCBI GI 


g4589419 


BLAST score 


174 


E value 


5.0e-93 



19127 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



433 
53 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K2I5, complete sequence 

150186 

LIB3175-037-P1-K1-E10 

BLASTX 

g3169172 

452 

4.0e-45 

122 
70 

(AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] >gi_3445214 (AC004786) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 

150187 

LIB3175-037-P1-K1-E12 

BLASTX 

g3885343 

249 

3.0e-21 

119 
39 

(AC005623) hypothetical protein [Arabidopsis thaliana] 
150188 

LIB3175-037-P1-K1-E2 

BLASTX 

g2664210 

121 

3.0e-70 
138 
93 

(AJ222644) 
thaliana] 



asparaginyl-tRNA synthetase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



150189 

LIB3175-037-P1-K1-E5 

BLASTX 

gll5783 

527 

5.0e-54 

104 

96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543__ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

150190 

LIB3175-037-P1-K1-E6 

BLASTX 

g4580460 

392 

3.0e-38 



19128 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



100 
81 

(AC006081) putative 26S Protease Subunit 4 [Arabidopsis 
thaliana] 

150191 

LIB3175-037-P1-K1-E8 

BLASTX 

g462579 

337 

2.0e-31 

93 

74 

MALATE DEHYDROGENASE (NADP) , CHLOROPLAST PRECURSOR 

(NADP-MDH) >gi_481222_pir S3834 6 malate dehydrogenase 

(NADP+) (EC 1.1.1.82) - garden pea >gi_397475_emb_CAA52614_ 
(X74507) malate dehydrogenase (NADP+) [Pisum sativum] 

150192 

LIB3175-037-P1-K1-E9 

BLASTX 

g4544399 

318 

3.0e-29 

123 

46 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 

150193 

LIB3175-037-P1-K1-F1 

BLASTN 

g3420042 

139 

4.0e-72 

458 

99 

Arabidopsis thaliana chromosome II BAC T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

150194 

LIB3175-037-P1-K1-F10 

BLASTX 

g2829899 

399 

7.0e-39 

115 

65 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major* latex protein, 
gp_X91961_11074 95 [Arabidopsis thaliana] 

150195 

LIB3175-037-P1-K1-F11 

BLASTN 

g2351069 

309 



19129 



E value 
Match length 
% identity 
NCBI Description 



1.0e-173 

361 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSH12, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150196 

LIB3175-037-P1-K1-F12 

BLASTX 

g2961356 

637 

1.0e-66 

135 

90 

(AL022140) alcohol dehydrogenase like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



150197 

LIB3175-037-P1-K1-F2 

BLASTN 

g2062153 





BLAST score 


272 




E value 


1 . Oe-151 




Match length 


371 


yy 


% identity 


97 




NCBI Description 


Arabidopsis thaliana chromosome ill BAO iuzuu4 genomic 


m 


sequence, complete sequence [Arabidopsis thaliana] 




Seq. No. 


150198 


u 


Seq. ID 


LIB3175-G37-P1-K1-F3 




Method 


BLASTX 




NCBI GI 


g3859536 




BLAST score 


371 




E value 


4.0e-36 




Match length 


74 




% identity 


93 




NCBI Description 


(AF095453) asparagine synthetase [Arabidopsis thaliana] 




Seq. No. 


150199 




Seq. ID 


LIB3175-037-P1-K1-F4 




Method 


BLASTX 




NCBI GI 


g4741940 




BLAST score 


242 




E value 


1.0e-20 




Match length 


72 




% identity 


69 




NCBI Description 


(AF134120) Lhca2 protein [Arabidopsis thaliana] 




Seq. No. 


150200 




Seq. ID 


LIB3175-037-P1-K1-F5 




Method 


BLASTX 




NCBI GI 


g4204277 




BLAST score 


233 




E value 


1.0e-19 




Match length 


79 




% identity 


61 




NCBI Description 


(AC004146) Hypothetical protein [Arabidopsis thaliana] 



19130 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150201 

LIB3175-037-P1-K1-F6 

BLASTX 

g4490292 

622 

5.0e-65 

123 

99 

(AI035678) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150202 

LIB3175-037-P1-K1-F8 

BLASTN 

g4063737 

290 

1.0e-162 

425 
97 

Arabidopsis thaliana chromosome II BAC F24D13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150203 

LIB3175-037-P1-K1-F9 

BLASTN 

g2832611 

295 

1.0e-165 

327 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F13C5 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150204 

LIB3175-037-P1-K1-G10 

BLASTX 

g2244828 

472 

3.0e-50 

114 

100 

(Z97336) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150205 

LIB3175-037-P1-K1-G11 

BLASTN 

g2244991 

331 

0.0e+00 

418 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 
Seq. ID 

Method 



150206 

LIB3175-037-P1-K1-G12 
BLASTX 



19131 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3548801 
210 

9.0e-17 

119 

35 

(AC005313) putative transmembrane protein [Arabidopsis 
thaliana] >gi_4335768_gb_AAD17 445_ (AC006284) putative 
integral membrane protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150207 

LIB3175-037-P1-K1-G2 

BLASTX 

g2506031 

636 

1.0e-66 

131 
95 

(D43962) homeodomein containing protein 1 [Arabidopsis 
thaliana] >gi_3858938_emb_CAA16585 . 1_ (AL021636) 
homeodomain containing protein 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150208 

LIB3175-037-P1-K1-G4 

BLASTX 

g625977 

607 

3.0e-63 

118 

99 

p40 protein homolog - Arabidopsis thaliana >gi_402904 
(U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150209 

LIB3175-037-P1-K1-G5 

BLASTX 

g4678261 

61 

9.0e-54 

124 

94 

(AL049657) putative proteasome regulatory subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



150210 

LIB3175-037-P1-K1-G6 

BLASTN 

g3641835 

184 

3.0e-99 

235 

98 

Arabidopsis thaliana 
(ESSAII project) 

150211 

LIB3175-037-P1-K1-G7 



DNA chromosome 4, BAC clone T4L20 



19132 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3510343 

376 

0.0e+00 

412 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MJC20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



clone : 



150212 

LIB3175-037-P1-K1-H1 

BLASTX 

g2760606 

514 

3.0e-52 

99 

99 

(AB001568) phospholipid hydroperoxide glutathione 
peroxidase-like protein [Arabidopsis thaliana] >gi_30048 69 
(AF030132) glutathione peroxidase; ATGP1 [Arabidopsis 
thaliana] >gi_4539451_emb_CAB39931. 1_ (AL04 9500) 
phospholipid hydroperoxide glutathione peroxidase 
[Arabidopsis thaliana] 

150213 

LIB3175-037-P1-K1-H10 

BLASTX 

g3298542 

133 

6.0e-15 

84 

55 

{AC004681) putative cellulose synthase [Arabidopsis 
thaliana] 

150214 

LIB3175-037-P1-K1-H11 

BLASTN 

g4585891 

211 

1.0e-115 

258 

96 

Arabidopsis thaliana chromosome II BAC T103 genomic 
sequence, complete sequence 

150215 

LIB3175-037-P1-K1-H12 

BLASTN 

g4063756 

112 

1.0e-56 

150 

95 

Arabidopsis thaliana chromosome II BAC T9F8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



19133 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150216 

LIB3175-037-P1-K1-H3 

BLASTX 

g4586576 

235 

3.0e-20 

63 

68 

(AB024 992) multidrug resistance protein [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150217 

LIB3175-037-P1-K1-H4 

BLASTN 

g3550981 

77 

3.0e-35 

268 

100 

Arabidopsis thaliana mutM homologue gene, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



150218 

LIB3175-037-P1-K1-H5 

BLASTN 

g2760172 



BLAST score 


297 


E value 


1.0e-166 


Match length 


352 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5/ 




MUB3, complete sequence [Arabidopsis thaliana] 


Seq. No. 


150219 


Seq. ID 


LIB3175-037-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


g2565036 


BLAST score 


227 


E value 


6.0e-19 


Match length 


75 


% identity 


53 


NCBI Description 


(U75921) APC binding protein EB1 [Rattus norvegi 


Seq. No. 


150220 


Seq. ID 


LIB3175-037-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g2645971 


BLAST score 


533 


E value 


1.0e-54 


Match length 


116 


% identity 


83 


NCBI Description 


(AF034255) reversibly glycosylated polypeptide-3 




[Arabidopsis thaliana] 


Seq. No. 


150221 


Seq. ID 


LIB3175-038-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g4539316 


BLAST score 


457 



Pi clone: 



19134 



E value 
Match length 
% identity 
NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-46 

96 

98 

(AL035679) putative f ructose-bisphosphate aldolase 
[Arabidopsis thaliana] 

150222 

LIB3175-038-P1-K1-A10 

BLASTN 

g4558'656 

248 

1.0e-137 

477 

99 

Arabidopsis thaliana chromosome II BAC T10F5 genomic 
sequence, complete sequence 

150223 

LIB3175-038-P1-K1-A11 

BLASTN 

gl6726 

38 

1.0e-ll 

98 

91 

ATTS0156 Gif-SeedA+B Arabidopsis thaliana cDNA clone 
YAP007T, mRNA sequence [Arabidopsis thaliana] 
>gi_1107498_emb_X91953_ATORF007 A. thaliana mRNA for unknown 
protein (clone YAP007) 

150224 

LIB3175-038-P1-K1-A12 

BLASTN 

g4220641 

48 

3.0e-18 

157 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUL3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



150225 

LIB3175-038-P1-K1-A2 

BLASTX 

g2454184 

305 

4.0e-28 

76 

86 

(U80186) pyruvate dehydrogenase El beta subunit 
[Arabidopsis thaliana] 

150226 

LIB3175-038-P1-K1-A5 

BLASTX 

g3170525 

378 



19135 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-36 

125 

55 

(AF054615) cellulase [Fragaria x ananassa] 
150227 

LIB3175-038-P1-K1-A6 

BLASTX 

g2688824 

322 

9.0e-30 

134 

57 

(U93273) putative auxin- repressed protein [Prunus 
armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150228 

LIB3175-038-P1-K1-A7 

BLASTN 

g3510343 

258 

1.0e-143 

486 
99 

Arabidopsis thaliana genomic DNA f chromosome 5, 
MJC20, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150229 

LIB3175-038-P1-K1-A8 

BLASTN 

g4406805 

297 

1.0e-166 

466 

100 

Arabidopsis thaliana chromosome II BAC T27K22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



150230 

LIB3175-038-P1-K1-A9 

BLASTX 

gl345655 

369 

7.0e-44 

126 

75 

CINNAMYL-ALCOHOL DEHYDROGENASE 2 
>gi_757535_emb_CAA83508_ (Z31715) 



(CAD) 

cinnamyl alcohol 



dehydrogenase [Arabidopsis thaliana] 
150231 

LIB3175-038-P1-K1-B1 

BLASTN 

g2827513 

270 

1.0e-150 
286 



19136 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



99 

Arabidopsis 1 thaliana DNA chromosome 4, BAC clone F8F16 
(ESSAII project) 

150232 

LIB3175-038-P1-K1-B10 

BLASTX 

g2062161 

642 

2.0e-67 

133 

46 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

150233 

LIB3175-038-P1-K1-B12 

BLASTN 

g402551 

179 

5.0e-96 

191 
99 

A. thaliana gene for acetohydroxy acid isomero reductase 
150234 

LIB3175-038-P1-K1-B4 

BLASTN 

gl931636 

244 

1.0e-135 

340 

99 

Arabidopsis thaliana BAC T19D16 genomic sequence 
150235 

LIB3175-038-P1-K1-B5 

BLASTX 

g544425 

292 

1.0e-26 

59 
98 

GLYCINE-RICH RNA- BINDING PROTEIN 8 (CCR1 PROTEIN) 

>gi_419756_pir S30148 glycine-rich protein (clone AtGRP8 ) 

- Arabidopsis thaliana >gi_16305_emb_CAA78712_ (Z14988) 
glycine rich protein [Arabidopsis thaliana] >gi_166658 
(L04171) ORF [Arabidopsis thaliana] >gi_166839 (L00649) 
RNA-binding protein [Arabidopsis thaliana] 

150236 

LIB3175-038-P1-K1-B7 

BLASTN 

g4585952 

433 

0.0e+00 
433 



19137 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Genomic sequence for Arabidopsis thaliana BAC F26F24, 
complete sequence 

150237 

LIB3175-038-P1-K1-B8 

BLASTX 

g3335357 

748 

1.0e-79 

140 

97 

(AC003028) putative diphenol oxidase [Arabidopsis thaliana] 
150238 

LIB3175-038-P1-K1-B9 

BLASTX 

g3927831 

602 

3.0e-80 
154 
46 

(AC005727) 
thaliana] 



similar to mouse ankyrin 3 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150239 

LIB3175-038-P1-K1-C1 

BLASTN 

g3510347 

155 

1.0e-81 

480 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MSJ11, complete sequence [Arabidopsis thaliana] 

150240 

LIB3175-038-P1-K1-C10 

BLASTN 

g3702731 

178 

2.0e-95 

480 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFC19, complete sequence [Arabidopsis thaliana] 



PI clone: 



PI clone: 



150241 

LIB3175-038-P1-K1-C11 

BLASTX 

g4507433 

220 

8.0e-18 

124 

40 

testis enhanced gene transcript 

>gi_1729891_sp_P55061_TEGT_HUMAN TEGT PROTEIN (TESTIS 



19138 




ENHANCED GENE TRANSCRIPT) >gi_2136254_pir 138334 TEGT 

(testis enhanced gene transcript) - human 
>gi_458545_emb_CAA53472_ (X75861) TEGT [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150242 

LIB3175-038-P1-K1-C12 

BLASTX 

g3929364 

280 

6.0e-25 

64 

86 

NADH- UB I QU I NONE OXIDOREDUCTASE 23 KD SUBUNIT PRECURSOR 

(COMPLEX I-23KD) (CI-23KD) >gi_1076356_pir S52380 NADH 

dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 
>gi_666977_emb_CAA59061_ (X84318) NADH dehydrogenase 
[Arabidopsis thaliana] >gi_3152573 (AC002986) Match to 
NADH: ubiquinone oxidoreductase gb_X84318 from A. thaliana 
ESTs gb_Z27005, gb_T04711, gb_T45078 and gb__Z28689 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 


150243 


Seq. ID 


LIB3175-038- 


Method 


BLASTN 


NCBI GI 


g3510347 


BLAST score 


115 


E value 


8.0e-58 


Match length 


338 


% identity 


92 


NCBI Description 


Arabidopsis 




MSJ11, comp. 


Seq. No. 


150244 


Seq. ID 


LIB3175-038 


Method 


BLASTN 


NCBI GI 


g2564214 


BLAST score 


393 


E value 


0.0e+00 


Match length 


405 


% identity 


100 


NCBI Description 


Arabidopsis 


Seq. No. 


150245 


Seq. ID 


LIB3175-038 


Method 


BLASTX 


NCBI GI 


g4586265 


BLAST score 


572 


E value 


4.0e-59 


Match length 


153 


% identity 


74 


NCBI Description 


(AL049640) 


Seq. No. 


150246 


Seq. ID 


LIB3175-038 


Method 


BLASTN 


NCBI GI 


g3293583 


BLAST score 


154 



-P1-K1-C4 



19139 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-81 

488 

99 

Arabidopsis thaliana BAC T27D20 
150247 

LIB3175-038-P1-K1-C8 

BLASTX 

g3860277 

540 

3.0e-55 

134 

80 

(AC005824) putative rifoosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

150248 

LIB3175-038-P1-K1-C9 

BLASTX 

gl35467 

527 

1.0e-65 

125 

99 

TUBULIN BETA- 4 CHAIN >gi_2129546_pir S68122 beta-tubulin 4 

- Arabidopsis thaliana >gi_166640 (M21415) beta-tubulin 
[Arabidopsis thaliana] 

150249 

LIB3175-038-P1-K1-D11 

BLASTN 

g4678705 

185 

1.0e-99 

389 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10N7 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



150250 

LIB3175-038-P1-K1-D12 

BLASTX 

g3461820 

564 

3.0e-58 

118 

87 

(AC004138) unknown protein [Arabidopsis thaliana] 
150251 

LIB3175-038-P1-K1-D3 

BLASTN 

g2760165 

442 

0.0e+00 
483 



19140 



% identity 100 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC9, complete sequence [Arabidopsis thaliana] 



Seq. No. 


150252 


Seq. ID 


LIB31 /O-Uoo-rl-Kl-Uo 


Method 


BLASTX 


NCBI GI 


g2829894 


BLAST score 


191 


E value 


1.0e-14 


Match length 


70 


% identity 


00 


NCBI Description 


(AC002311) unknown protein [Araoiaopsis tnananaj 


Seq. No. 


150253 


Seq. ID 


Llbol /O— Uoo-rl-J\l— Do 


Method 


TIT 7\ fimv 

BLASTX 


NCBI GI 


O /" O O O O A 

gzoooozu 


BLAST score 




E value 


3 . 0e-19 


Match length 


105 


% identity 




NCBI Description 


(U93271) enoyl-CoA nyaratase L^ ru nus armeniacaj 


Seq. No. 


150254 


Seq. ID 


LIB3175-038-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gll9350 


BLAST score 


622 


E value 


5.0e-65 


Match length 


132 


% identity 


95 


NCBI Description 


ENOLASE ( 2 - PHOS PHOGL YCERATE DEHYDRATASE) 



(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608 jpir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 

150255 

LIB3175-038-P1-K1-D8 

BLASTX 

gl708462 

669 

2.0e-70 

131 

98 

IAA-AMINO ACID HYDROLASE H0M0L0G 2 PRECURSOR >gi_902791 
(U23796) ILL2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



150256 

LIB3175-038-P1-K1-E1 

BLASTX 

gll3782 

408 



19141 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-40 

90 

87 

BETA- AMYLASE ( 1 , 4-ALPHA-D-GLUCAN MALTOHYDROLASE) 

>gi_486824_pir S36094 beta-amylase (EC 3.2.1.2) - 

Arabidopsis thaliana >gi_166602 (M73467) beta-amylase 

[Arabidopsis thaliana] >gi_228699_prf 1808329A beta 

amylase [Arabidopsis thaliana] 

150257 

LIB3175-038-P1-K1-E10 

BLASTX 

g3914425 

265 

3.0e-23 

85 

65 

PROTEASOME EPSILON CHAIN PRECURSOR (MACROPAIN EPSILON 
CHAIN) ( MULT I CATAL YT I C ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2511596_emb_CAA74029.1__ (Y13695) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421117 (AF043536) 20S 
proteasome beta subunit PBE1 [Arabidopsis thaliana] 

150258 

LIB3175-038-P1-K1-E11 

BLASTN 

g2494106 

419 

0.0e+00 

450 

70 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 

150259 

LIB3175-038-P1-K1-E12 

BLASTN 

g4432829 

265 

1.0e-147 

469 

97 

Arabidopsis thaliana chromosome II BAC T1B3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

150260 

LIB3175-038-P1-K1-E2 

BLASTN 

g2959729 

283 

1.0e-158 

311 

98 

Arabidopsis thaliana mRNA for GATA transcription factor 



Seq. No. 



150261 



19142 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-038-P1-K1-E3 

BLASTX 

g3892050 

289 

4.0e-26 
96 
61 

(AC002330) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 1 

Match length 

% identity 

NCBI Description 



hypothetical protein [Arabidopsis thaliana] 



150262 

LIB3175-038-P1-K1-E5 

BLASTX 

g543841 

439 

1.0e-43 

85 

99 

ADP-RIBOSYLATION FACTOR 1 >gi_322518_pir S28875 

ADP-ribosylation factor 1 - Arabidopsis thaliana >gi_166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi 2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 630747_gb_AAD265 97 . 1_AC007236__2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

150263 

LIB3175-038-P1-K1-E6 

BLASTX 

g!15783 

378 

4.0e-57 

115 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 

150264 

LIB3175-038-P1-K1-E7 

BLASTN 

g2959729 

324 

0.0e+00 

340 

99 

Arabidopsis thaliana mRNA for GATA transcription factor 
150265 

LIB3175-038-P1-K1-E8 

BLASTX 

g3769472 

231 

4.0e-26 

76 

74 

(AF064732) putative phospholipase A2 [Dianthus 
caryophyllus] 



19143 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150266 

LIB3175-038-P1-K1-E9 

BLASTX 

g3914425 

665 

5.0e-70 

146 

89 

PROTEASOME EPSILON CHAIN PRECURSOR (MACROPAIN EPSILON 
CHAIN) { MULT I CAT AL YT I C ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2511596_einb_CAA74029.1_ (Y13695) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421117 (AF043536) 20S 
proteasome beta subunit PBEl [Arabidopsis thaliana] 

150267 

LIB3175-038-P1-K1-F10 

BLASTX 

gll5783 

383 

7.0e-37 

102 

77 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150268 

LIB3175-038-P1-K1-F2 

BLASTN 

g3869067 

264 

1.0e-147 

341 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCK7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150269 

LIB3175-038-P1-K1-F3 

BLASTX 

g2160168 

605 

2.0e-65 

131 

95 

(AC000132) Strong similarity to R. communis 
phosphoglycerate mutase (gb_X70652) . ESTs 
gb_T41853,gb_T76648 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



150270 

LIB3175-038-P1-K1-F4 

BLASTX 

g4539292 



19144 



BLAST score 


CI 

480 


E value 


2.0e-48 


Match length 


111 


% identity 


85 


NCBI Description 


(AL049480) 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150271 

LIB3175-038-P1-K1-F5 

BLASTN 

g4468976 

111 

2.0e-55 

322 
96 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
{ESSA project) 



F19F18 



150272 

LIB3175-038-P1-K1-F7 

BLASTN 

g4159704 

440 

0.0e+00 

476 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17, complete sequence 

150273 

LIB3175-038-P1-K1-F8 

BLASTX 

g3142300 

446 

3.0e-44 

136 
60 

(AC002411) Contains similarity to pre-mRNA processing 
protein PRP39 gb_L29224 from S. cerevisiae. ESTs gb_R64908 
and gb_T88158, gb_N38703 and gb_AA651043 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



150274 

LIB3175-038-P1-K1-F9 

BLASTN 

g2749918 

402 

0.0e+00 

443 

99 

Arabidopsis thaliana chromosome I BAC F3I6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

150275 

LIB3175-038-P1-K1-G12 

BLASTX 

g2498732 



19145 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



645 

1.0e-67 

123 
99 

PROBABLE NADP- DEPENDENT OXIDOREDUCTASE P2 

>gi 1362014_pir S57612 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_886430_emb_CAA89262_ (Z49268] 
zeta-crystallin homologue [Arabidopsis thaliana] 



150276 

LIB3175-038-P1-K1-G2 

BLASTX 

g404670 

316 

2.0e-29 

72 

88 

(L21154) phytochrome 



(AC003970) phytochrome 



[Arabidopsis thaliana] >gi_3482934 
A [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150277 

LIB3175-038-P1-K1-G3 

BLASTN 

g4263762 

144 

4.0e-75 

307 

77 

Arabidopsis thaliana chromosome II BAC F17L24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

150278 

LIB3175-038-P1-K1-G4 

BLASTN 

g2244950 

180 

1.0e-96 

378 
96 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

150279 

LIB3175-038-P1-K1-G7 

BLASTX 

gll5783 

618 

2.0e-64 

116 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



150280 

LIB3175-038-P1-K1-G8 



19146 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3063438 

423 

0.0e+00 

423 

100 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 

150281 

LIB3175-038-P1-K1-G9 

BLASTX 

g2160133 

373 

8.0e-36 

94 

84 

(AC000375) Strong similarity to Arabidopsis 
gb_X91953, F19K23 . 3, F19K23 . 15 . ESTs 

gb_T21984,gb_ATTS0219 / gb_ATTS0207,gb_T21984 come from this 
gene. [Arabidopsis thaliana] 

150282 

LIB3175-038-P1-K1-H1 

BLASTN 

g4335744 

71 

1.0e-31 

167 
86 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150283 

LIB3175-038-P1-K1-H12 

BLASTX 

gll5783 

582 

2.0e-60 

111 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150284 

LIB3175-038-P1-K1-H2 

BLASTX 

g2677828 

210 

9.0e-21 

79 

70 

(U93166) cysteine protease [Prunus armeniaca] 



Seq. No. 



150285 



19147 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-038-P1-K1-H3 

BLASTX 

gl32110 

466 

6.0e-63 

126 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150286 

LIB3175-038-P1-K1-H4 

BLASTX 

gl652082 

146 

3.0e-09 

102 

39 

(D90902) UDP-3-0-acyl N-acetylglcosamine deacetylase 
[Synechocystis sp.] 

150287 

LIB3175-038-P1-K1-H6 

BLASTN 

gl6375 

35 

3.0e-10 

35 

100 

A. thaliana gene (LHCP AB 140) for chlorophyll a/b binding 
protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150288 

LIB3175-038-P1-K1-H7 

BLASTX 

g267069 

292 

2.0e-59 

114 

100 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



150289 

LIB3175-038-P1-K1-H8 

BLASTX 

g399013 

102 

6.0e-23 

92 

72 



19148 



NCBI Description ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP, ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi 445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 150293 

Seq. ID LIB3175-039-P1-K1-A3 

Method BLASTX 

NCBI GI g4539324 

BLAST score 556 

E value 3.0e-57 

Match length 137 

% identity 86 . 
NCBI Description (AL035679) kinesin like protein [Arabidopsis thaliana] 

Seq. No. 150294 

Seq. ID LIB3175-039-P1-K1-A6 

Method BLASTX 

NCBI GI gll69278 

BLAST score 305 

E value 8.0e-28 

Match length 75 

% identity 84 




150290 

LIB3175-038-P1-K1-H9 
BLASTN 
g2564046 
424 

0.0e+00 
431 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MGI19, complete sequence [Arabidopsis thaliana] 



150291 

LIB3175-039-P1-K1-A10 

BLASTX 

g2245006 

230 

5.0e-19 

87 

51 

(Z97341) hypothetical protein [Arabidopsis thaliana] 



150292 

LIB3175-039-P1-K1-A11 

BLASTX 

g3158376 

659 

3.0e-69 

130 

96 

(AF035385) unknown [Arabidopsis thaliana] 



19149 



NCBI Description DEHYDRIN ERD14 >gi_556474_dbj_BAA04569_ (D17715) ERD14 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150295 

LIB3175-039-P1-K1-A8 

BLASTX 

g82734 

560 

9.0e-58 

114 

29 

ubiquitin precursor - maize (fragment) 

>gi_2267 63_prf 1604470A poly-ubiquitin [Zea mays] 

150296 

LIB3175-039-P1-K1-A9 

BLASTN 

g2618600 

221 

1.0e-121 

375 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDC12, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150297 

LIB3175-039-P1-K1-B1 

BLASTX 

gl67012 

444 

3.0e-44 

124 

64 

(J03897) carboxypeptidase I precursor [Hordeum vulgare] 
150298 

LIB3175-039-P1-K1-B10 

BLASTN 

g3241927 

246 

1.0e-136 

419 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTE17, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150299 

LIB3175-039-P1-K1-B11 

BLASTX 

g3123188 

717 

4.0e-76 

140 

99 

CATALASE 3 >gi_2347178 (U43147) catalase 3 [Arabidopsis 
thaliana] >gi_2511726 (AF021937) catalase 3 [Arabidopsis 
thaliana] 



19150 



Q&ri Kfn 
IN U • 




Seq. ID 


LIR3175-039-P1-K1-B12 

uiu j 1 / -J \j y n x xx j. i_> x 


lie UllVJ<_l 




NCBI GI 


g2887500 


BLAST score 


338 


TP 1 no 




TvA — > 4- V"i 1 /—y >-\ .or ^ 


1 n 




0 *± 


INODx JJcSCXriptlOil 


InLUUij j^?] putdLive Airz uoitia lii containiug pxQue-Lii 




LAiaDiaopSlS LflalldnaJ 






O C ^ • 1U 


T.TR31 7R-039-P1 -K1 -R? 






NCBI GI 


g2673901 


BLAST score 


93 


Cj Value 


J • Uc *i 3 


lyiatcn xengtn 


1 RR 
loo 


% identity 


QQ 


in^dj. uesciiptioii 


HraDiaopsis Tinaxiana cnroiuosoiue n dhu iz*tiriD genomic 




sequence, complete sequence [Arabidopsis thaliana] 


oeq. no. 




Corr TPl 

Oc^. 1U 


T TR?1 7R — 0*3 Q— Pi — PT1 — 

JulD Jl / UJ J l7± i\X DO 


Method 


BLASTX 


NCBI GI 


g4584110 


Diarioi score 




E value 




ixiai.cn -Lengxn 






Oft 


NCBI Description 


{Roiooooyj bAn / protein LAraDiaopsis rnaiianaj 


oeq . ino • 


IOU0U0 




T TP.*^1 7R — O^Q— Pi — ET1 — P7 


Method 


BLASTX 


NCBI GI 


g4154281 


DL1H.01 score 


"51 9 


E value 


0 * ue~^. y 


Match length 


/ u 


Sr "t H O T"i +" "1 +" * r 

0 ±ucnu±L,y 


0 u 


NCBI Description 


(Ai;Uozo4/) Olo endopeptiaase NPl precursor maysj 


oeq. in 0 . 




Qorr TPl 


T TR*31 7R — n^Q — PI — "PT1 _RQ 




Dljrio 1 A 


NCBI GI 


g4204274 


BLAST score 


442 


E value 


o . ue 4 ^ 


i-iarcn j.engnn 


7 P 


% identity 


luu 


NCBI Description 


(AC004146) ribulose bisphosphate carboxylase, small subunit 




[Arabidopsis thaliana] 


Seq. No. 


150305 


Seq. ID 


LIB3175-039-P1-K1-C1 


Method 


BLASTN 



19151 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3510347 
434 

0.0e+00 

442 

60 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSJ11, complete sequence [Arabidopsis thaliana] 



Sea No 




uCVj • X U 


T TR^I 7 R — n^Q — Pi — T<T1 —r'l f\ 


Mf^i - hnH 


JDXirlO x A 


NCBI GI 




BLAST score 


559 


E value 


1.0e-57 


Match length 


147 


% "i (ipn1~ i fv 


7^ 


L\^*X)X L/C O L ky L. X vJl i 


v-hxjuzz x / j putaLive proiein [AraDictopsxs tnaiianaj 
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rr47 41 Q4H 


BLAST ^rorp 


J11 


E va 1 hp 




Match length 


99 


% identity 


65 


iN^xDi uescripLXon 


(AF1J412U) Lnca2 protexn [Arabxdopsxs thalxana] 


beg. wo. 


lououo 


otiq. xL/ 


T Tn^l 7£_mG D1 r*1 O 

XiXcoX /D— UobJ— FX— KX-Clz 


riei.no a 


DT 7\C rpv 


NUrSX <oX 


g4ooU4 bu 




R1 7 
OX / 


IT 1 hp 




Match length 


118 


% identity 


87 


NCBI Description 


(AC006081) putative 26S Protease Subunit 4 [Arabidops 




thaliana] 


Seq. No. 


150309 


Seq. ID 


LIB3175-039-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2829893 


BLAST score 


385 


E value 


1.0e-37 


Match length 


87 


% identity 


86 


NCBI Description 


(AC002311) phosphoglucomutase [Arabidopsis thaliana] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



150310 

LIB3175-039-P1-K1-C3 

BLASTN 

g4159709 

91 

1.0e-43 

195 

94 



19152 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone; 
MLN21, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150311 

LIB3175-039-P1-K1-C6 

BLASTX 

g4678226 

512 

3.0e-52 

103 

98 

(AC007135) putative 40S ribosomal protein S14 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150312 

LIB3175-039-P1-K1-C7 

BLASTN 

g3510341 

405 

0.0e+00 

442 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFC16, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150313 

LIB3175-039-P1-K1-C8 

BLASTX 

g2160147 

485 

7.0e-49 

134 

75 

(AC000375) EST gb_ATTS3706 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 


150314 


Seq. ID 


LIB3175-039 


Method 


BLASTX 


NCBI GI 


g2702268 


BLAST score 


473 


E value 


2.0e-47 


Match length 


95 


% identity 


96 


NCBI Description 


(AC003033) ] 


Seq. No. 


150315 


Seq. ID 


LIB3175-039 


Method 


BLASTX 


NCBI GI 


g4503515 


BLAST score 


202 


E value 


9.0e-16 


Matclfetencffeh 


138 


% identity 


33 


NCBI Description 


UNKNOWN >gi 



putative cellulase [Arabidopsis thaliana] 



51380 (U54559) translation initiation factor 
eIF3 p40 subunit [Homo sapiens] 



19153 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150316 

LIB3175-039-P1-K1-D10 

BLASTN 

g2351065 

359 

0.0e+00 

393 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MHF15, complete sequence [Arabidopsis thaliana] 



PI clone: 







Spa ID 




Method 


BLASTX 


NCBI GI 


g3668069 


BLAST score 


201 


E value 


1.0e-15 


Match length 


74 


% identity 


49 


NCBI Description 


(U28007) Pto kinase interactor 


Seq. No. 


150318 


Seq. ID 


LIB3175-039-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g231683 


BLAST score 


381 


E value 


5.0e-37 


Match length 


72 


% identity 


99 


NCBI Description 


CALNEXIN HOMOLOG PRECURSOR >gi 



1 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1825_pir JN0597 

calnexin-like protein - Arabidopsis thaliana 
>gi_16211_emb_CAA79144_ (Z18242) calnexin homolog 
[Arabidopsis thaliana] 

150319 

LIB3175-039-P1-K1-D3 

BLASTX 

g3608261 

285 

2.0e-25- 

69 

68 

(AB017564) dof zinc finger protein [Arabidopsis thaliana] 
150320 

LIB3175-039-P1-K1-D6 

BLASTX 

g4240116 

307 

3.0e-28 

83 

76 

(AB007799) NADH-cytochrome b5 reductase [Arabidopsis 
thaliana] >gi_4240118_dbj JBAA74 838_ (AB007800) 
NADH-cytochrome b5 reductase [Arabidopsis thaliana] 



Seq. No. 



150321 



19154 



Seq. ID 


LIB3175-039-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g2119927 


BLAST score 


211 


E value 


8.0e-17 


Match length. 


101 


% i dpnt if v 


50 


NCBI Description 


translation elongation factor G, chloroplast — soybean 


Seq. No. 


150322 


Seq. ID 


LIB3175-039-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g282848 


BLAST score 


409 


E value 


6.0e-40 


Match length 


94 


% i dent i tv 


79 


NCBI Description 






{ TTf 1 1 1 I c*~\ t~\T\ o H 4 ^ — t«to of p V"n 3r\Zi 1 am nnn lav* v 
V 1 • 1 . 1 . 1 U / \ UXUliC U vj*± / WCDUCIll XJCLXoCUlL ^JUjJXClX A. 




cot ton wood 


Sea No 


150323 
j. -j \j ^ *j 


Seq. ID 


LIB3175-039-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4206210 


BLAST score 


761 


E value 


3.0e-81 


Match length 


149 


% identitv 


64 


NCBI D^scrint ion 


f AT^D 71 ^ 2 7 ^ T>i lfal" i T7<Ci pal p-i nrn r'Vi anriAl FJlrahi Hnn qtq f ha 1 i anal 
V"*- v » -L ~J i J \j u. u a. u _l v v->ci-H-.x lull ictiiiit; x LniaJJlUUpolo UlldX-Lctlict j 




>ai 4263043 ah AAfll S31 2 fAPnOR1491 rm-t-A-M v*s ral pinm 




channel r AtsIdt dor^i th^lisn^l 


Sea No 


1 50324 

± J VJ J A T 


Seq. ID 


LIB3175-039-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gl486472 


BLAST score 


385 


E value 


3.0e-37 


Matph 1 pnrrth 


92 


% identitv 


82 


NPRT nasPTi on 


lAjjojj/ UAUy lUL.alaLc IilciXciLo UlallclULaLOI |_ O O -L cinulli 




tuberosum] 


Cprr No 




Seq. ID 


LIB3175-039-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2129597 


BLAST score 


656 


E value 


6.0e-69 


Match length 


130 


% identity 


98 


NCBI Description 


glutamate dehydrogenase 1 - Arabidopsis thaliana 




">(TT 1 flQSQfif) ^rT"^7771 \ rflntamafo Hohi7Hrr\rronae£i 1 f Zi-raKi H ^>r^ o i e 

-^yj- xujo^du \ u j / i fx) yxu.LdiLia.i_t5 u.t3iiyu.x (_>y eiid.c»e ± [fix aijx Liups is 




thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 




[Arabidopsis thaliana] 




19155 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



150326 

LIB3175-039-P1-K1-E12 

BLASTX 

g2829925 

331 

5.0e-31 

69 
97 

(AC002291) Similar to dnaj-like protein, gp_Y11969_2230757 
[Arabidopsis thaliana] 



150327 

LIB3175-039-P1-K1-E2 

BLASTX 

g4567262 

450 

5.0e-45 

88 
95 

(AC006841) putative ubiquitin 



[Arabidopsis thaliana] 



150328 

LIB3175-039-P1-K1-E6 

BLASTX 

g4193382 

423 

1.0e-41 

86 
91 

(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 
>gi_4193384 (AF083337) ribosomal protein S27 [Arabidopsis 
thaliana] 

150329 

LIB3175-039-P1-K1-E7 

BLASTN 

g4589440 

388 

0.0e+00 

411 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSD21, complete sequence 

150330 

LIB3175-039-P1-K1-E8 

BLASTX 

g462273 

380 

1.0e-36 

127 
63 

IMIDAZOLEGLYCEROL-PHOSPHATE DEHYDRATASE (IGPD) >gi_437213 
(U02689) imidazoleglycerolphosphate dehydratase 
[Arabidopsis thaliana] 

150331 



19156 



OClj • if 


UXDJ 1 / *J \J *J J JT J. I\ J. Hi _/ 


11C L11UU 


DJ-LTiO i. Z\ 


NCBI GI 


g2558962 


BLAST score 


437 


E value 


J.Uc fx J 


rlaLCLl Xcllyt.il 


Q9 


-LU.fci.llL.-L Ly 


Q7 

-7 / 


7\T f" 1 T-^ T cpvi t"*\4~ t r\Ti 
IN^/O-L UcbLlXpLJ-UIl 


^rir U6JQO / ) ii-Lo LUIlc Il£iD± 


beq. JNO . 




oey. _l u 








NCBI GI 


a2506277 


BLAST score 


51 


E value 


3.0e-10 


Match length 


99 


% identity 


54 


NCBI Description 


RUBISCO SUBUNIT BINDING- 



[Gossypium hirsutum] 



KD CHAPERON IN BETA SUBUNIT) (CPN-60 BETA) >gi_806808 
(U21139) chaperonin precursor [Pisum sativum] 



Seq. No. 


150333 


Seq. ID 


LIB3175-039-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g4586263 


BLAST score 


337 


E value 


8.0e-32 


Match length 


97 


% identity 


69 


NCBI Description 


(AL049640) putative protein 


Seq. No. 


150334 


Seq. ID 


LIB3175-039-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g543565 


BLAST score 


205 


E value 


4.0e-16 


Match length 


66 


% identity 


52 


NCBI Description 


hypothetical 10. OK protein - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



>gi_493721_dbj_BAA064 62__ (D30802) TED4 [Zinnia elegans] 
>gi_641903 (U19266) putative nonspecific lipid transfer; 
auxin induced gene [Zinnia elegans] 

150335 

LIB3175-039-P1-K1-F12 

BLASTN 

g4432847 

348 

0.0e+00 

364 

99 

Arabidopsis thaliana chromosome II BAC F13B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

150336 

LIB3175-039-P1-K1-F3 



19157 





PT 21 QTM 
olino J. In 




rrA A1 79 QQ 


BLAST score 


110 


E value 


3.0e-55 


Matcn lengrn 


no 


% identity 


yo 


NCBI Description 


Arabidopsis thaliana chromo 




sequence , complete sequence 


Seq. No. 


loUoo / 


beq. xu 


T TT3*51'7R_r , l'5Ci_Dl — _ TTl 
IjlrJol / D Ujj rl M - £ / 




JDJ-trlO 1 A 


NCBI GI 


g4741198 


BLAST score 


529 


E value 


4 . ue — 04 


Matcn lengtn 


yo 


% identity 


inn 


djudi Description 


^AiiU4y/4D; putative protein 


Seq. No. 


lblMoo 


beq. ID 




Method 


DT 7\C rpv 




a9 S07477 


BLAST score 


182 


E value 


1.0e-13 


Match length 


122 


% identity 


35 


NCBI Description 


TRANSALDOLASE A >gi 1788807 



(AE000333) transaldolase A 
[Escherichia coli] >giJL799888_dbj_BAA16339_ (D90875) 
similar to [PIR Accession Number S40535] [Escherichia coli] 
>gi_2337774_dbj_BAA21821_ (D13159) transaldolase 
[Escherichia coli] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150339 

LIB3175-039-P1-K1-G1 

BLASTX 

g2055374 

209 

1.0e-16 

50 

82 

(U29095) serine-threonine protein kinase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150340 

LIB3175-039-P1-K1-G10 

BLASTX 

g!172872 

470 

2.0e-47 

111 

84 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_54 1856_pir JN071S 

drought -inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 



19158 



cysteine proteinase RD19A precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150341 

LIB3175-039-P1-K1-G11 

BLASTX 

g4432856 

523 

2.0e-53 

109 

95 

(AC006300) putative 2A6 protein [Arabidopsis thaliana] 
150342 

LIB3175-039-P1-K1-G12 

BLASTX 

gll75010 

541 

2.0e-55 

119'" 
89 

PLASMA MEMBRANE INTRINSIC PROTEIN 1A >gi_62954 0_pir S44082 

plasma membrane intrinsic protein la - Arabidopsis thaliana 
>gi_472873_emb_CAA53475_ (X75881) plasma membrane intrinsic 
protein la [Arabidopsis thaliana] 

150343 

LIB3175-039-P1-K1-G3 

BLASTN 

gl66745 

136 

9.0e-71 

148 

98 

A. thaliana plasma membrane proton ATPase (PMA) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150344 

LIB3175-039-P1-K1-G5 

BLASTX 

g4583544 

468 

5.0e-47 

97 

90 

(Z95637) acyl-CoA: l-acylglycerol-3- 
acyltransf erase [Brassica napus] 



phosphate 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150345 

LIB3175-039-P1-K1-G7 

BLASTX 

g3193292 

577 

8.0e-60 

129 

88 

(AF069298) similar to ATPases associated with various 
cellular activites (Pfam: AAA.hmm, score: 230.91) 



19159 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
150346 

LIB3175-039-P1-K1-G8 

BLASTX 

gl32110 

539 

2.0e-55 

104 
97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150347 

LIB3175-039-P1-K1-G9 

BLASTN 

g4519185 

280 

1.0e-156 

331 

97 

Arabidopsis thaliana genomic DNA, 
K15015, complete sequence 



chromosome 5, TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150348 

LIB3175-039-P1-K1-H1 

BLASTX 

g2894574 

607 

3.0e-63 

115 

100 

(AL021890) peroxidase prxrl [Arabidopsis thaliana] 
>gi_2961341_emb_CAA18099.1_ (AL022140) peroxidase prxrl 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150349 

LIB3175-039-P1-K1-H11 

BLASTX 

g2352921 

515 

1.0e-52 

105 

90 

(AF012862) cytosolic glucose-6-phosphate dehydrogenase 1 
[Petroselinum crispum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



150350 

LIB3175-039-P1-K1-H12 

BLASTN 

g4733953 

123 

7.0e-63 



19160 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163 
94 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

150351 

LIB3175-039-P1-K1-H3 

BLASTX 

g2791900 

231 

1.0e-19 

80 

59 

(AJ000057) PP7 [Arabidopsis thaliana] 
150352 

LIB3175-039-P1-K1-H7 

BLASTX 

g266693 

263 

6.0e-23 

119 

50 

OLEOSIN >gi_282875_pir S22538 oleosin - Arabidopsis 

thaliana >gi_16405_emb_CAA44225_ (X62353) oleosin 
[Arabidopsis thaliana] >gi_4455257_emb_CAB36756. 1_ 
(AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150353 

LIB3175-039-P1-K1-H8 

BLASTN 

g3449320 

191 

1.0e-103 

449 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRB17, complete sequence [Arabidopsis thaliana] 



PI clone 



150354 

LIB3175-039-P1-K1-H9 

BLASTX 

g3421094 

698 

7.0e-74 

141 

97 

(AF043527) 20S proteasome subunit PAF2 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



150355 

LIB3175-040-P1-K1-A10 

BLASTX 

g602764 

756 

1.0e-80 

146 



19161 



% identity 

NCBI Description 



96 

(D43783) beta-amylase [Arabidopsis thaliana] 
>gi_998369_bbs_163908 (S77076) beta-amylase {EC 3.2.1.2} 
[Arabidopsis thaliana=thale cress, Heynh., Peptide, 498 aa] 
[Arabidopsis thaliana] 



Seq. No. 


150356 


Seq. ID 


LIB3175-040-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3292814 


BLAST score 


292 


E value 


^ . Ue-z b 


Mat cn length 


o c 
ob 


% identity 


75 


NCBI Description 


(AL031018) putative protein [Arabidop 


Seq. No. 


150357 


Seq. ID 


LIB3175-040-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4220480 


BLAST score 


267 


E value 


2.0e-23 


Match length 


99 


% identity 


53 


NCBI Description 


(AC006069) unknown protein [Arabidops 


Seq. No. 


150358 


Seq. ID 


LIB3175-040-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


gll75012 


BLAST score 


115 


E value 


1.0e-05 


Match length 


137 


% identity 


79 


NCBI Description 


PLASMA MEMBRANE INTRINSIC PROTEIN 1C 




B) (TMP-B) >gi_396218 emb CAA4 9155_ ( 




protein TMP-B [Arabidopsis thaliana] 


Seq. No. 


150359 


Seq. ID 


LIB3175-040-P1-K1-A5 


Method 


BLASTN 


NCBI GI 


gl402874 


BLAST score 


320 


E value 


1.0e-180 


Match length 


386 


% identity 


100 


NCBI Description 


A. thaliana 81kb genomic sequence 



(TRANSMEMBRANE PROTEIN 
X69294 ) transmembrane 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150360 

LIB3175-040-P1-K1-A6 

BLASTX 

g282987€ 

655 

7.0e-69 

132 

98 

(AC002396) Unknown protein [Arabidopsis thaliana] 



19162 



Seq. No. 


loUool 


beq. lu 


T TD*31 TR — H/IO — Dl —VI _7\ Q 


Metnoa 




NCBI GI 


g2088638 


BLAST score 


300 


E value 


l . ue— loo 


Match lengtn 


4^ / 


% identity 


iUU 


NCBI Description 


Araoiuopsis unanana cnroiuosoiue 11 




sequence, complete sequence [Arabic 


beq. wo. 


lOU Jb^ 


beq. ID 


TTD'31'7^ n/n Dl — Tf1_2\Q 


Method 


BLASTX 


NCBI GI 


g21913 


BLAST score 


on i 


E value 


1 . Ue-lo 


Match length 


83 


% identity 


A C 


NCBI Description 


(X62626) vicilin [Theobroma cacao] 


Seq. No. 


150 36.3 


Seq. ID 


LIBol /D-U4U - rl-J\l - blU 


Method 


DT ACTKI 


NCBI GI 


g3650026 


BLAST score 


223 


E value 


1.0e-122 


Match length 


297 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150364 

LIB3175-040-P1-K1-B11 

BLASTX 

g3184285 

155 

3.0e-10 

59 

46 

(AC004136) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150365 

LIB3175-040-P1-K1-B12 

BLASTN 

g902200 

45 

1.0e-16 

93 

87 

Z.mays complete chloroplast genome 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



150366 

LIB3175-040-P1-K1-B3 

BLASTX 

g282865 



19163 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



283 

3.0e-25 

95 

61 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150367 

LIB3175-040-P1-K1-B4 

BLASTN 

g4263694 

136 

2.0e-70 

403 

95 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


150368 


Seq. ID 


LIB3175-040-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4741960 


BLAST score 


517 


E value 


1.0e-52 


Match length 


118 


% identity 


85 


NCBI Description 


(AF134130) Lhcb6 protein 


Seq. No. 


150369 


Seq. ID 


LIB3175-040-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


gll2682 


BLAST score 


667 


E value 


3.0e-70 


Match length 


142 


% identity 


89 


NCBI Description 


12S SEED STORAGE PROTEIN 



CCURSOR >gi_81605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150370 

LIB3175-040-P1-K1-B7 

BLASTX 

g3478700 

647^ 

6;0e-68 

140 

90 

(AF034387) AFT protein [Arabidopsis thaliana] 



Seq. No. 



150371 



19164 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-040-P1-K1-B8 

BLASTX 

gl076316 

741 

6.0e-79 

144 

99 

drought -induced protein Dil9 - Arabidopsis thaliana 
>gi_469110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150372 

LIB3175-040-P1-K1-C10 

BLASTN 

g4519193 

353 

0.0e+00 

406 

34 

Arabidopsis thaliana genomic DNA, 
MDC11, complete sequence 



chromosome 3, PI clone 



150373 

LIB3175-040-P1-K1-C11 

BLASTX 

g3132475 

602 

1.0e-62 

141 
82 

(AC003096) similar to proline-rich protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150374 

LIB3175-040-P1-K1-C12 

BLASTN 

g4056476 

224 

1.0e-123 

353 

98 

Arabidopsis thaliana chromosome II BAC F3G5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150375 

LIB3175-040-P1-K1-C3 

BLASTN 

g4220636 

44 

4.0e-16 

88 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFB16, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 



150376 

LIB3175-040-P1-K1-C4 



19165 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4557495 

177 

8.0e-13 

101 

34 

cleavage stimulation factor subunit 3 

>gi__1082704_pir S50852 cleavage stimulation factor 77K 

chain - human >gi_632498 (U15782) cleavage stimulation 
factor 77kDa subunit [Homo sapiens] 

>gi_1092656_prf 2024339A cleavage stimulation factor [Homo 

sapiens] 

150377 

LIB3175-040-P1-K1-C5 

BLASTX 

gl531762 

195 • 

6.0e-15 

51 

75 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

150378 

LIB3175-040-P1-K1-C6 

BLASTX 

gll74718 

484 

7.0e-49 

128 

71 

PUTATIVE RECEPTOR PROTEIN KINASE TMK1 PRECURSOR 

>gi_322579_pir JQ1674 receptor protein kinase TMK1 (EC 

2.7.1.-) precursor - Arabidopsis thaliana >gi_166888 
(L00670) protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150379 

LIB3175-040-P1-K1-C7 

BLASTN 

g4589439 

210 

1.0e-114 

409 

99 

Arabidopsis thaliana genomic DNA, 
MQM1, complete sequence 



chromosome 5, PI clone: 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150380 

LIB3175-040-P1-K1-C8 

BLASTN 

g3883123 

332 

0.0e+00 

380 

97 

Arabidopsis thaliana arabinogalactan-protein 



(AGP3) mRNA, 



19166 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150381 

LIB3175-040-P1-K1-C9 

BLASTX 

g3355468 

429 

2.0e-42 

123 

76 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150382 

LIB3175-040-P1-K1-D10 

BLASTX 

g2226202 

174 

2.0e-12 

83 
51 

(Y14082) hypothetical protein [Bacillus subtilis] 
>gi_2633281__emb_CAB12785_ (Z99109) similar to amino acid 
transporter [Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150383 

LIB3175-040-P1-K1-D3 

BLASTN 

g4220638 

109 

9.0e-55 

125 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MIF21, complete sequence [Arabidopsis thaliana] 



clone: 



Seq. No. 


150384 


Seq. ID 


LIB3175-040-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4160280 


BLAST score 


360 


E value 


3.0e-34 


Match length 


108 


% identity 


60 


NCBI Description 


(AJ006224) purple acid phosphatase 


Seq. No. 


150385 


Seq. ID 


LIB3175-040-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3608263 


BLAST score 


301 


E value 


2.0e-27 


Match length 


60 


% identity 


85 


NCBI Description 


(AB017565) Dof zinc finger protein 


Seq. No. 


150386 



19167 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-040-P1-K1-D7 

BLASTX 

g2244750 

512 

5.0e-58 

127 

88 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq, No. 


150387 


Seq. ID 


LIB3175-040-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2668744 


BLAST score 


591 


E value 


2.0e-61 


Match length 


120 


% identity 


89 


NCBI Description 


(AF034946) ubiquitin conji 


Seq. No. 


150388 


Seq. ID 


LIB3175-040-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3914740 


BLAST score 


514 


E value 


2.0e-52 


Match length 


131 - 


% identity 


78 


NCBI Description 


60S RIBOSOMAL PROTEIN L26 



(D78495) ribosomal protein [Brassica rapa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150389 

LIB3175-040-P1-K1-E11 

BLASTN 

g2564048 

129 

3.0e-66 

335 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MKD15, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150390 

LIB3175-040-P1-K1-E4 

BLASTN 

g2828188 

193 

1.0e-104 

429 

94 

Arabidopsis thaliana' genomic DNA, chromosome 5, 
K3K3, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 
Seq. ID 
Method 



150391 

LIB3175-040-P1-K1-F10 
BLASTX 



19168 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl864017 
508 

1.0e-51 

104 
92 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
150392 

LIB3175-040-P1-K1-F11 

BLASTX 

g417383 

376 

3.0e-36 

77 

97 

NITRILASE 2 >gi_322548jpir S31969 nitrilase (EC 3.5.5.1) - 

Arabidopsis thaliana >gi_22656_emb_CAA48377__ (X68305) 
nitrilase II [Arabidopsis thaliana] >gi_508733 (U09958) 
nitrilase [Arabidopsis thaliana] 

150393 

LIB3175-040-P1-K1-F12 

BLASTX 

g544424 

442 

6.0e-44 

89 
97 

GLYCINE-RICH RNA- BINDING PROTEIN 7 >gi_419755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_emb_CAA78711_ (Z14 987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 



Seq. No. 


150394 


Seq. ID 


LIB3175-040-P1-K1-F3 


Method 


BLASTN 


NCBI GI 


gl6249 


BLAST score 


160 


E value 


5.0e-85 


Match length 


176 


% identity 


98 


NCBI Description 


A. thaliana mRNA for < 


Seq. No. 


150395 


Seq. ID 


LIB3175-040-P1-K1-F4 


Method 


BLASTN 


NCBI GI 


g2618601 


BLAST score 


167 


E value 


3.0e-89 


Match length 


191 


% identity 


97 


NCBI Description 


Arabidopsis thaliana 



MHJ24, complete sequence [Arabidopsis thaliana] 



19169 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150396 

LIB3175-040-P1-K1-F5 

BLASTX 

gll2681 

621 

7.0e-65 

141 

85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA32493_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150397 

LIB3175-040-P1-K1-F7 

BLASTX 

g4580394 

264 

4.0e-23 

116 

44 

(AC007171) 
thaliana] 



putative fatty acid elongase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150398 

LIB3175-040-P1-K1-F8 

BLASTX 

g4469022 

726 

3.0e-77 

142 

99 

(AL035602) cytochrome P450-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150399 

LIB3175-040-P1-K1-G11 

BLASTN 

g4519195 

159 

3.0e-84 

307 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MQC12, complete sequence 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150400 

LIB3175-040-P1-K1-G5 

BLASTN 

g2477521 

309 

1.0e-173 

433 

19 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



19170 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150401 

LIB3175-040-P1-K1-G6 

BLASTN 

gl2279 

81 

1.0e-37 

10-5 
94 

Spinach chloroplast genes for the D2 and 44 kd reaction 
centre, chlorophyll a-binding protein and for tRNA-Ser 
(UGA) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150402 

LIB3175-040-P1-K1-G7 

BLASTN 

g3319365 

53 

7.0e-21 

192 

87 

Arabidopsis thaliana BAG T24M8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150403 

LIB3175-040-P1-K1-G8 

BLASTX 

g400650 

203 

7.0e-16 

96 

43 

NADH- UBIQUINONE OXIDOREDUCTASE 13 KD-B SUBUNIT (COMPLEX 

I-13KD-B) (CI-13KD-B) (B13) >gi_346535_pir S28244 NADH 

dehydrogenase (ubiquinone) (EC 1.6.5.3) chain CI-B13 - 
bovine >gi_238_emb_CAA44903_ (X63218) NADH dehydrogenase 
[Bos taurus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150404 

LIB3175-040-P1-K1-H10 

BLASTN 

g4468103 

181 

3.0e-97 

321 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



M3E9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150405 

LIB3175-040-P1-K1-H11 

BLASTX 

g4324967 

289 

6.0e-26 

55 

98 

(AF114796) ADP-ribosylation factor [Glycine max] 



19171 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150406 

LIB3175-040-P1-K1-H12 

BLASTX 

g3859998 

306 

5.0e-28 

107 

52 

(AF091080) unknown [Homo sapiens] 
150407 

LIB3175-040-P1-K1-H5 

BLASTX 

g600178 

578 

7.0e-60 

131 

87 

(L27074) acetyl-CoA carboxylase [Arabidopsis thaliana] 

>gi_1090217_prf 2018327A Ac-CoA carboxylase [Arabidopsis 

thaliana] 

150408 

LIB3175-040-P1-K1-H6 

BLASTX 

g3128205 

717 

4.0e-76 

144 

97 

(AC004077) putative pyruvate dehydrogenase complex El beta 
subunit [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



150409 

LIB3175-040-P1-K1-H7 

BLASTX 

gll72872 

464 

1.0e-46 

91 
99 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373__ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

150410 

LIB3175-041-P1-K1-A1 

BLASTN 

g3927822 

318 

1.0e-179 

394 

98 



19172 



# 



NCBI Description Arabidopsis thaliana chromosome II BAC F8N16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


150411 


Seq. ID 


LIB3175-041-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2832625 


BLAST score 


640 


E value 


4.0e-67 


Match length 


123 


% identity 


100 


NCBI Description 


(AL021711) putative protein [Arabidopsis thaliana] 


Seq. No. 


150412 


Seq. ID 


LIB3175-041-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2832625 


BLAST score 


412 


E value 


2.0e-40 


Match length 


140 


% identity 


66 


NCBI Description 


(AL021711) putative protein [Arabidopsis thaliana] 


Seq. No. 


150413 


Seq. ID 


LIB3175-041-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2924779 


BLAST score 


623 


E value 


4.0e-65 


Match length 


124 


% identity 


99 


NCBI Description 


(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 



thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



Seq. No. 


150414 


Seq. ID 


LIB3175-041-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3415117 


BLAST score 


82 


E value 


2.0e-38 


Match length 


88 


% identity 


51 


NCBI Description 


(AF081203) villin 3 [Arabidopsis thaliana] 


Seq. No. 


150415 


Seq. ID 


LIB3175-041-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


gll9350 


BLAST score 


654 


E value 


9.0e-69 


Match length 


127 


% identity 


100 


NCBI Description 


ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 



( 2 - PHOS PHO-D-GLYCERATE HYDRO-LYASE) >gi_81608_pir JQ1187 



19173 



phosphopyruvate hydratase (EC 4.2.1.11) - Arabiciopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabiciopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 



Seq. No. 


150416 


Seq. ID 


LIB3175-041-P1-K1-A5 


Method 


BLASTN 


NCBI GI 


g2618599 


BLAST score 


415 


E value 


0.0e+00 


Match length 


415 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MBD2, complete sequence [Arabidopsis thaliana] 


Seq. No. 


150417 


Seq. ID 


LIB3175-041-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2739389 


BLAST score 


389 


E value 


8.0e-38 


Match length 


106 


% identity 


68 


NCBI Description 


(AC002505) Cf-2.2 like protein [Arabidopsis thai 


Seq. No. 


150418 


Seq. ID 


LIB3175-041-P1-K1-A7 


Method 


BLASTN 


NCBI GI 


g3449330 


BLAST score 


85 


E value 


2.0e-40 


Match length 


105 


% identity 


95 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, 




MDJ14, complete sequence [Arabidopsis thaliana] 


Seq. No. 


150419 


Seq. ID 


LIB3175-041-P1-K1-A8 


Method 


BLASTN 


NCBI GI 


g4589435 


BLAST score 


405 


E value 


0.0e+00 


Match length 


425 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, 




MOE17, complete sequence 


Seq. No. 


150420 


Seq. ID 


LIB3175-041-P1-K1-A9 


Method 


BLASTN 


NCBI GI 


g!931636 


BLAST score 


221 


E value 


1.0e-121 


Match length 


441 



PI clone 



PI clone 



PI clone 



19174 



il 



% identity 99 

NCBI Description Arabidopsis thaliana BAC T19D16 genomic sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150421 

LIB3175-041-P1-K1-B1 

BLASTX 

g4689386 

346 

1.0e-32 

91 
73 

(AF1394 68) photosystem I reaction center subunit III [Vigna 
radiata] 



Seq. No. 


150422 


Seq. ID 


LIB3175-041-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3421123 


BLAST score 


646 


E value 


8.0e-68 


Match length 


125 


% identity 


99 


NCBI Description 


(AF043538) 20S proteasome beta subunit PBG1 [Arabidopsi 




thaliana] 


Seq. No. 


150423 


Sea ID 


LIB3175-041-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2342687 


BLAST score 


584 


E value 


1.0e-60 


Match length 


112 


% identity 


100 


NCBI Description 


(AC000106) Similar to Beta integral membrane protein 




(gb_U43629) . EST gb_W43122 comes from this gene. 




[Arabidopsis thaliana] 


Seq. No. 


150424 


Seq. ID 


LIB3175-041-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g4455192 


BLAST score 


241 


E value 


3.0e-20 


Match length 


127 


% identity 


24 


NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


Seq. No. 


150425 


Seq. ID 


LIB3175-041-P1-K1-B3 


Method 


BLASTN 


NCBI GI 


g4678705 


BLAST score 


422 


E value 


0.0e+00 


Match length 


438 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F10N7 




(ESSA project) 



19175 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150426 

LIB3175-041-P1-K1-B5 

BLASTN 

g3264774 

123 

1.0e-62 

207 
100 

Arabidopsis thaliana BAC T8A17 chromosome IV, complete 
sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150427 

LIB3175-041-P1-K1-B7 

BLASTX 

g629669 

165 

2.0e-ll 

139 
31 

hypothetical protein - tomato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150428 

LIB3175-041-P1-K1-B9 

BLASTX 

g3068713 

482 

1.0e-48 

140 
72 

(AF049236) unknown [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150429 

LIB3175-041-P1-K1-C1 

BLASTX 

g!12743 

698 

7.0e-74 

146 

90 

2S SEED STORAGE PROTEIN 4 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi_68856_pir NWMU4 2S albumin 4 precursor - 

Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_eirtb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150430 

LIB3175-041-P1-K1-C11 

BLASTN 

g2244950 

176 

2.0e-94 

308 

93 

Arabidopsis thaliana DNA 



chromosome 4, ESSA I contig 



19176 



fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150431 

LIB3175-041-P1-K1-C12 

BLASTX 

g2827143 

600 

2.0e-62 

122 

94 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150432 

LIB3175-041-P1-K1-C2 

BLASTX 

g585350 

647 

7.0e-68 

142 

86 

CASEIN KINASE II, ALPHA CHAIN 2 (CK II) 

>gi__419753_pir S31099 casein kinase II (EC 2.7.1.-) 

alpha-type chain (clone ATCKA2) - Arabidopsis thaliana 
>gi_391605_dbj__BAA01091_ (D10247) casein kinase II 
catalytic subunit [Arabidopsis thaliana] 

150433 

LIB3175-041-P1-K1-C3 

BLASTX 

g3894172 

399 

7.0e-39 

130 

57 

(AC005312) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150434 

LIB3175-041-P1-K1-C4 

BLASTX 

g3152587 

227 

8.0e-19 

97 

46 

(AC002986) Similar to CREB-binding protein homolog 
gb_U88570 from D. melanogaster and contains similarity to 
callus-associated protein gb_U01961 from Nicotiana tabacum. 
EST gb_W43427 comes from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



150435 

LIB3175-041-P1-K1-C5 

BLASTX 

g3860274 

277 

1.0e-24 



19177 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 
91 

(AC005824) unknown protein [Arabidopsis thaliana] 
>gi_4314397_gb_AAD15607_ (AC006232) putative zinc finger 
protein [Arabidopsis thaliana] 

150436 

LIB3175-041-P1-K1-C6 

BLASTX 

g4406777 

148 - 
2.0e-09 
128 
31 

(AC006532) 
thaliana] 



putative zinc-finger protein [Arabidopsis 



150437 

LIB3175-041-P1-K1-C8 

BLASTX 

gl34025 

511 

6.0e-52 

130 

80 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S8 >gi_70913_pir R3NT8 

ribosomal protein S8 - common tobacco chloroplast 
>gi_11863__erab_CAA77378_ (Z00044) ribosomal protein S8 

[Nicotiana tabacum] >gi_225232_prf 1211235BP ribosomal 

protein S8 [Nicotiana tabacum] 

150438 

LIB3175-041-P1-K1-C9 

BLASTX 

gl34025 

338 

8.0e-32 

107 

68 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S8 >gi_70913_pir R3NT8 

ribosomal protein S8 - common tobacco chloroplast 
>gi_11863_emb_CAA77378__ (Z00044) ribosomal protein S8 

[Nicotiana tabacum] >gi_225232_prf 1211235BP ribosomal 

protein S8 [Nicotiana tabacum] 

150439 

LIB3175-041-P1-K1-D12 

BLASTN 

g4589410 

144 

3.0e-75 

305 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F2015, complete sequence 



Seq. No. 



150440 



19178 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-041-P1-K1-D2 

BLASTX 

gll70373 

251 

1.0e-21 

69 

74 

HEAT SHOCK COGNATE 70 KD PROTEIN 
heat shock cognate protein 70-1 - 
>gi_397482_emb_CAA52684_ (X74604) 
cognate [Arabidopsis thaliana] 



1 >gi_1072473_pir S46302 

Arabidopsis thaliana 
heat shock protein 70 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E -swfcLue 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150441 

LIB3175-041-P1-K1-D3 

BLASTX 

gl353352 

326 

3.0e-30 

86 

72 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 

150442 

LIB3175-041-P1-K1-D5 

BLASTX 

g2507281 

646 

7.0e-68 

122 

95 

GTP-BINDING NUCLEAR PROTEIN RAN- 2 >gi_1668706_emb_CAA66048_ 
(X97380) atran2 [Arabidopsis thaliana] 

150443 

LIB3175-041-P1-K1-D6 

BLASTX 

g3121853 

154 

4.0e-10 

141 

30 

CHLORIDE INTRACELLULAR CHANNEL PROTEIN 2 (XAP121) 
>gi_2584785_emb_CAA73228_ (Y12696) p64 bovine chloride 
channel-like protein [Homo sapiens] 

150444 

LIB3175-041-P1-K1-D7 

BLASTX 

g2119846 

572 

3.0e-59 

124 

90 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
phot osys tern II type I chlorophyll a /b binding protein 



19179 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

150445 

LIB3175-041-P1-K1-D8 

BLASTX 

g4741954 

671 

1.0e-70 

130 
99 

(AF134127) Lhcb4.2 protein [Arabidopsis thaliana] 



150446 

LIB3175-041-P1-K1-D9 

BLASTX 

g3676294 

338 

1.0e-31 

112 

68 

(U96496) mitochondrial ATPase beta 
sylvestris] 



subunit [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150447 

LIB3175-041-P1-K1-E1 

BLASTN 

g2494110 

403 

0. 0e+00 
403 

90 

Sequence of BAC T1G11 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

150448 

LIB3175-041-P1-K1-E11 

BLASTX 

g4185515 

545 

6.0e-56 

105 

99 

(AF102824) actin depolymerizing factor 6 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150449 

LIB3175-041-P1-K1-E12 

BLASTX 

g4185515 

190 

7.0e-19 

80 
70 

(AF102824) actin depolymerizing factor 6 



[Arabidopsis 



19180 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] 
150450 

LIB3175-041-P1-K1-E2 

BLASTN 

g3851669 

210 

1.0e-114 

218 

99 

Arabidopsis thaliana J8 mRNA, nuclear gene encoding plastid 
protein, complete cds 

150451 

LIB3175-041-P1-K1-E3 

BLASTX 

g3337361 

486 

5.0e-49 

110 

79 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
150452 

LIB3175-041-P1-K1-E4 

BLASTX 

g3851636 

452 

5.0e-45 

117 

73 

(AF098519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 

150453 

LIB3175-041-P1-K1-E5 

BLASTX 

g3851636 

480 

2.0e-48 

119 

76 

(AF098519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150454 

LIB3175-041-P1-K1-E6 

BLASTX 

g3851636 

388 

1.0e-37 

113 
67 

(AF0 98519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 



Seq. No. 



150455 



19181 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-041-P1-K1-E7 

BLASTX 

g3033375 

191 

2.0e-14 

135 

39 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 

150456 

LIB3175-041-P1-K1-E9 

BLASTX 

g4586265 

488 

3.0e-49 

115 

79 

(AL049640) putative protein [Arabidopsis thaliana] 
150457 

LIB3175-041-P1-K1-F1 

BLASTX 

g2129672 

294 

1.0e-26 

117 

55 

photosystem II reaction center protein, 6. IK - Arabidopsis 
thaliana >gi_950023_emb_CAA62296_ (X90769) component of 6.1 
kDa polypeptide of photosystem II reaction center 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150458 

LIB3175-041-P1-K1-E10 

BLASTX 

gl864017 

547 

2.0e-56 

105 

99 

(D63396) elongation factor-1 alpha 



[Nicotiana tabacum] 



150459 

LIB3175-041-P1-K1-F11 

BLASTX 

gll75013 

597 

5.0e-62 

131 

90 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_629542_pir S44 084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 



Seq. No. 



150460 



19182 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-041-P1-K1-F12 

BLASTX 

g267069 

617 

2.0e-64 

114 

100 

TUBULIN ALP HA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

150461 

LIB3175-041-P1-K1-F2 

BLASTX 

gl946362 

385 

3.0e-37 

120 

66 

(U93215) photosystem II reaction center 6.1KD protein 
[Arabidopsis thaliana] 

150462 

LIB3175-041-P1-K1-F3 

BLASTX 

gl790922 

679 

1.0e-71 

135 

100 

(U76670) AtDMCl [Arabidopsis thaliana] 
150463 

LIB3175-041-P1-K1-F4 

BLASTN 

g4220510 

46 

1.0e-16 

135 

88 

Arabidopsis thaliana DNA chromosome 4, BAC clone F22K18 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150464 

LIB3175-041-P1-K1-F5 

BLASTX 

g2062164 

503 

4.0e-51 

115 

85 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



150465 

LIB3175-041-P1-K1-F6 



19183 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3355471 

496 

3.0e-50 

115 
77 

(AC004218) 
thaliana] 



putative lysophospholipase [Arabidopsis 



150466 

LIB3175-041-P1-K1-F7 

BLASTX 

g!170939 

469 

5.0e-47 

97 

92 

S-ADENOSYLMETHIONINE SYNTHETASE 3 {METHIONINE 
ADENOS YLTRANS FERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408_pir S46540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108__emb_CAA808 67_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150467 

LIB3175-041-P1-K1-F8 

BLASTX 

g4755189 

342 

2.0e-37 

124 

67 

(AC007018) putative cytochrome P450 



150468 

LIB3175-041-P1-K1-G1 

BLASTN 

g2244901 

176 

3.0e-94 

443 

99 

Arabidopsis thaliana 
fragment No 



[Arabidopsis thaliana] 



DNA chromosome 4, ESSA I contig 



Seq. No. 
Seq. ID 



150469 

LIB3175-041-P1-K1-G10 

BLASTX 

g345829 

261 

1.0e-22 

87 

60 

ubiquitin carrier protein E2 
150470 

LIB3175-041-P1-K1-G12 



- human 



19184 



Method 


BLASTX 


NCBI GI 


g2738248 


BLAST score 


631 


E value 


5.0e-66 


Match length 


126 


% identity 


93 


NCBI Description 


(U97200) cobalamin-independent methionine synthc 




[Arabidopsis thaliana] 


Seq. No. 


150471 


Seq. ID 


LIB3175-041-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4741940 


BLAST score 


627 


E value 


1.0e-65 


Match length 


128 


% identity 


65 


NCBI Description 


(AF134120) Lhca2 protein [Arabidopsis thaliana] 


Seq. No. 


150472 


Seq. ID 


LIB3175-041-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g4098272 


BLAST score 


353 


E value 


1.0e-33 


Match length 


65 


% identity 


97 


NCBI Description 


(U76558) alpha-tubulin [Triticum aestivum] 


Seq. No. 


150473 


Seq. ID 


LIB3175-041-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


a3047100 


BLAST score 


269 


E value 


1.0e-149 


Match length 


434 


% identity 


100 


NCBI Description 


Arabidopsis thaliana BAC F6N23 


Seq. No. 


150474 


Seq. ID 


LIB3175-041-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g4589398 


BLAST score 


48 


E value 


1.0e-29 


Match length 


98 


% identity 


68 


NCBI Description 


(D89972) asparaginyl endopeptidase (VmPE-lA) [V 


Seq. No. 


150475 


Seq. ID 


LIB3175-041-P1-K1-H11 


Method 


BLASTN 


NCBI GI 


g4760411 


BLAST score 


364 


E value 


0.0e+00 


Match length 


388 


% identity 


99 



[Vigna mungo] 



19185 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana chromosome 1 BAC F25C20 sequence, 
complete sequence 

150476 

LIB3175-041-P1-K1-H2 

BLASTX 

g!169598 

248 

3.0e-21 

58 
84 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
^NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150477 

LIB3175-041-P1-K1-H5 

BLASTX 

gl561730 

157 

1.0e-10 

61 

46 

(U65491) Dreg-3 protein [Drosophila melanogaster] 
150478 

LIB3175-041-P1-K1-H6 

BLASTX 

g4263523 

454 

2.0e-45 

91 

67 

(AC004044) hypothetical protein [Arabidopsis thaliana] 
150479 

LIB3175-041-P1-K1-H7 

BLASTX 

g4689386 

386 

3.0e-37 

99 
74 

(AF139468) photosystem I reaction center subunit III [Vigna 
radiata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150480 

LIB3175-041-P1-K1-H8 

BLASTX 

g4056467 

656 

5.0e-69 

127 

98 

(AC005990) Strong similarity to gb_AB006693 spermidine 
synthase from Arabidopsis thaliana. ESTs gb_AA38 9822, 
gb_T41794, gb_N38455, gb_AI100106, gb_F14442 and gb_F14256 



19186 



come from this gene* [Arabidopsis thaliana] 



Seq. 
Seq. 



No. 

ID 



Method 
NCBI GI 



150481 

LIB3175-041-P1-K1-H9 

BLASTX 

g3395938 



BLAST score 


474 


E value 


1.0e-47 


Match length 


96 


% identity 


96 


NCBI Description 


{ AF 07 6924) polypyr imi dine 




[Arabidopsis thaliana] 


Seq. No. 


150482 


Seq. ID 


LIB3175-042-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g!621268 


BLAST score 


564 


E value 


3.0e-58 


Match length 


131 


% identity 


78 


NCBI Description 


(Z81012) unknown [Ricinus 


Seq. No. 


150483 


Seq. ID 


LIB3175-042-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g417381 


BLAST score 


665 


E value 


4.0e-70 


Match length 


132 


% identity 


98 


NCBI Description 


NITRILASE 1 >gi_99738_pir_ 




Arabidopsis thaliana >gi_ 




nitrilase I [Arabidopsis 1 


Seq. No. 


150484 


Seq. ID 


LIB3175-042-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4758946 


BLAST score 


186 


E value 


6.0e-14 


Match length 


71 


% identity 


55 


NCBI Description 


P0P2 (yeast homolog) >gi__ 




CCR4-associated factor 1 



S22398 nitrilase 



(EC 3.5.5.1) 
(X63445) 



[Homo sapiens] 



(AF053318) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150485 

LIB3175-042-P1-K1-A5 

BLASTX 

g4587564 

498 

2.0e-50 

96 

98 

(AC006550) Strong similarity to gb_X14017 photosystem I_ 
reaction centre subunit II precursor (psaD) from Spinacia 
oleracea. ESTs gb R30423, gb_T42998, gb_Z18178, gb_Tl4133, 



19187 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_N65521 / gb_T42498, gb_T41918, gb_N38024 
150486 

LIB3175-042-P1-K1-A6 

BLASTX 

g2642158 

159 

2.0e-ll 

61 
56 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
150487 

LIB3175-042-P1-K1-A7 

BLASTX 

gll4649 

205 

4.0e-16 

43 
100 

ATP SYNTHASE C CHAIN (LIPID-BINDING PROTEIN) (SUBUNIT III) 

>gi_67899_pir LWLVA H+-transporting ATP synthase (EC 

3.6.1.34) lipid-binding protein - liverwort (Marchantia 
polymorpha) chloroplast >gi_11653_emb_CAA28066_ (X04465) 
atpH [Marchantia polymorpha] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150488 

LIB3175-042-P1-K1-A8 

BLASTN 

g2244747 

289 

1.0e-161 

415 

96 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150489 

LIB3175-042-P1-K1-A9 

BLASTN 

g3985934 

163 

2.0e-86 

354 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJE7, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150490 

LIB3175-042-P1-K1-B1 

BLASTX 

g2827529 

680 

8.0e-72 

136 

96 

(AL021633) putative protein [Arabidopsis thaliana] 



19188 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150491 

LIB3175-042-P1-K1-B11 

BLASTN 

g4589420 

52 

2.0e-20 

149 

89 

Arabidopsis thaliana genomic 
K3G17, complete sequence 



DNA f chromosome 5, TAC clone: 



150492 

LIB3175-042-P1-K1-B12 

BLASTX 

gl32110 

610 

1.0e-63 

112 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBDNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_embjCAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150493 

LIB3175-042-P1-K1-B2 

BLASTX 

gl34976 

501 

7.0e-51 

96 

100 

GLUCOSE TRANSPORTER (SUGAR CARRIER) >gi_81619_pir S 120 4 2 

glucose transport protein STP1 - Arabidopsis thaliana 
>gi_16520_emb_CAA39037_ (X55350) glucose transporter 
[Arabidopsis thaliana] 

150494 

LIB3175-042-P1-K1-B3 

BLASTX 

g4432865 

676 

2.0e-71 

134 
92 

(AC006300) putative cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 
•Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



150495 

LIB3175-042-P1-K1-B4 

BLASTX 

g2245087 

443 

5.0e-44 



19189 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



103 
81 

(Z97343) 



hypothetical protein [Arabidopsis thaliana] 



150496 

LIB3175-042-P1-K1-B5 

BLASTN 

g871991 

63 

3.0e-27 

139 

86 

A. thaliana TGG2 gene for myrosinase 
150497 

LIB3175-042-P1-K1-B6 

BLASTN 

g4586241 

69 

2.0e-30 

286 

84 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T20K18 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150498 

LIB3175-042-P1-K1-B8 

BLASTX 

g282865 

203 

6.0e-16 

101 
48 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150499 

LIB3175-042-P1-K1-B9 

BLASTN 

g4586241 

62 

3.0e-26 

218 

85 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T20K18 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



150500 

LIB3175-042-P1-K1-C1 

BLASTX 

gll9350 

594 

9.0e-62 



19190 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



114 
100 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_81608__pir JQ1187 

phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi_16271_emb_CAA41114_ (X58107) enolase 
[Arabidopsis thaliana] 

>gi_4581151_gb_AAD24635.1_AC006919_13 (AC006919) enolase 
(2-phospho-D-glycerate hydroylase) ; identical to P25696 
[Arabidopsis thaliana] 

150501 

LIB3175-042-P1-K1-C10 

BLASTX 

g4090884 

518 

7.0e-53 

102 

98 

(AF025333) vesicle-associated membrane protein 7B; 
synaptobrevin 7B [Arabidopsis thaliana] 



Seq. No. 


150502 


Seq. ID 


LIB3175-042- 






NCBI GI 


g4586263 


BLAST score 


635 


E value 


1.0e-66 


Match length 


122 


% identity 


98 


NCBI Description 


(AL049640) j 


Seq. No. 


150503 


Seq. ID 


LIB3175-042- 


Method 


BLASTX 


NCBI GI 


g!903357 


BLAST score 


610 


E value 


1.0e-63 


Match length 


132 


% identity 


89 


NCBI Description 


(AC000104) ; 




(gb_X83096) 


Seq. No. 


150504 


Seq. ID 


LIB3175-042- 


Method 


BLASTN 


NCBI GI 


gl865678 


BLAST score 


266 


E value 


1.0e-148 


Match length 


364 


% identity 


99 


NCBI Description 


A. thaliana j 


Seq. No. 


150505 


Seq. ID 


LIB3175-042 


Method 


BLASTX 


NCBI GI 


g4185505 



19191 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



343 

2.0e-32 

89 
75 

(AF101038) nonspecific lipid-transf er protein precursor 
[Brassica napus] 

150506 

LIB3175-042-P1-K1-C4 

BLASTX 

g267079 

661 

1.0e-69 

122 
99 

TUBULIN BETA- 6 CHAIN >gi_320187_pir JQ1590 tubulin beta- 
chain - Arabidopsis thaliana >gi_166904 (M84703) beta-6 
tubulin [Arabidopsis thaliana] 

150507 

LIB3175-042-P1-K1-C6 - 

BLASTX 

g!709446 

486 

4.0e-49 

115 

83 

PYRUVATE DEHYDROGENASE El COMPONENT, ALPHA SUBUNIT 

PRECURSOR (PDHE1-A) >gi_2117533_pir JC4358 pyruvate 

dehydrogenase (lipoamide) (EC 1.2.4.1) complex El alpha 
chain - Arabidopsis thaliana mitochondrion >gi_7 10400 

(U21214) pyruvate dehydrogenase El alpha subunit 

[Arabidopsis thaliana] 



Seq. No. 


150508 


Seq. ID 


LIB3175-042-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4586263 


BLAST score 


404 


E value 


2.0e-39 


Match length 


112 


% identity 


71 


NCBI Description 


(AL049640) putative protein 


Seq. No. 


150509 


Seq. ID 


LIB3175-042-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl755162 


BLAST score 


225 


E value 


2.0e-18 


Match length 


126 


% identity 


48 


NCBI Description 


(U75192) germin-like protein 


Seq. No. 


150510 


Seq. ID 


LIB3175-042-P1-K1-D10 


Method 


BLASTN 



19192 



g2062153 
41 

9.0e-14 

188 

w J 87 

NCBI Description Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150511 

LIB3175-042-P1-K1-D11 

BLASTN 

g4220645 

283 

1.0e-158 

377 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYA6, complete sequence [Arabidopsis thaliana] 

150512 

LIB3175-042-P1-K1-D2 

BLASTX 

gll74623 

246 

6.0e-21 

87 
59 

T-COMPLEX PROTEIN 1, ZETA SUBUNIT (TCP-1-ZETA) (CCT-ZETA) 
>gi_529705 (U13070) C. elegans cct-6 (similar to T complex 
proteins, Tcp-l-related, Cctz) [Caenorhabditis elegans] 



Seq. No. 


150513 


Seq, ID 


LIB3175-042- 


Method 


BLASTN 


NCBI GI 


gl209241 


BLAST score 


372 


E value 


0.0e+00 


Match length 


387 


% identity 


99 


NCBI Description 


Arabidopsis 


Seq. No. 


150514 


Seq. ID 


LIB3175-042- 


Method 


BLASTN 


NCBI GI 


g4063737 


BLAST score 


247 


E value 


1.0e-137 


Match length 


287 


% identity 


97 


NCBI Description 


Arabidopsis 




sequence, c 


Seq. No. 


150515 


Seq. ID 


LIB3175-042 


Method 


BLASTN 


NCBI GI 


g3420042 


BLAST score 


72 



.19193 



E value 2.0e-32 
Match length 176 
% identity 85 

NCBI Description Arabidopsis thaliana chromosome II BAC T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150516 

LIB3175-042-P1-K1-D7 

BLASTX 

g2317913 

533 

1.0e-54 

106 

99 

(U89959) cathepsin B-like cysteine proteinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150517 

LIB3175-042-P1-K1-D8 

BLASTN 

g3420042 

278 

1.0e-155 

349 

100 

Arabidopsis thaliana chromosome II BAC T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

150518 

LIB3175-042-P1-K1-D9 

BLASTN 

g4206764 

377 

0.0e+00 

393 

99 

Arabidopsis thaliana putative type 1 membrane protein 
mRNA, complete cds 



(PMP) 



Seq. No. 


150519 


Seq. ID 


LIB3175-042-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2500430 


BLAST score 


364 


E value 


8.0e-35 


Match length 


73 


% identity 


96 


NCBI Description 


40S RIBOSOMAL PROTEIN S16 


Seq. No. 


150520 


Seq. ID 


LIB3175-042-P1-K1-E10 


Method 


BLASTN 


NCBI GI 


g4220645 


BLAST score 


34 


E value 


2.0e-09 


Match length 


94 


% identity 


85 



19194 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MYA6, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150521 

LIB3175-042-P1-K1-E11 

BLASTX 

g4454036 

277 

1.0e-24 

76 

64 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150522 

LIB3175-042-P1-K1-E12 

BLASTN 

g4586241 

45 

4.0e-16 

61 
66 

Arabidopsis thaliana DNA chromosome 4, 
{ESSA project) 



BAC clone T20K18 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150523 

LIB3175-042-P1-K1-E2 

BLASTX 

gl213536 

151 

8.0e-10 

91 

41 

(U50193) the above GenBank entry begins at aa 120 
[Caenorhabditis elegans] 

150524 

LIB3175-042-P1-K1-E7 

BLASTX 

g3080372 

651 

2.0e-68 

124 

99 

(AL022580) putative pectinacetylesterase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150525 

LIB3175-042-P1-K1-E8 

BLASTX 

g4432856 

695 

1.0e-73 

132 
100 

(AC006300) putative 2A6 protein [Arabidopsis thaliana] 



19195 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150526 

LIB3175-042-P1-K1-E9 

BLASTX 

g2129672 

207 

1.0e-16 

67 
66 

photosystem II reaction center protein, 6. IK - Arabidopsis 
thaliana >gi_950023_emb_CAA62296_ (X90769) component of 6.1 
kDa polypeptide of photosystem II reaction center 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150527 

LIB3175-042-P1-K1-F1 

BLASTN 

g4159707 

98 

1.0e-47 

346 
94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJK13, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150528 

LIB3175-042-P1-K1-F10 

BLASTX 

g4204299 

709 

3.0e-75 

134 

100 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150529 

LIB3175-042-P1-K1-F11 

BLASTN 

g2062153 

45 

3.0e-16 

189 

85 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150530 

LIB3175-042-P1-K1-F3 

BLASTX 

g3024526 

470 

2.0e-47 

105 

91 

RAS-RELATED PROTEIN RAB11 >gi_2118459_pir S59942 small 

GTP-binding protein Rabll - Arabidopsis thaliana >gi_451860 
(L18883) small GTP-binding protein [Arabidopsis thaliana] 



19196 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150531 

LIB3175-042-P1-K1-F4 

BLASTX 

gll70639 

166 

1.0e-ll 

130 

33 

3-DEOXY-D-MANNO-OCTULOSONIC-ACID TRANSFERASE (KDO 
TRANSFERASE) >gi_1073787_pir F64084 

3-deoxy-d-manno-octulosonic-acid transferase (kdtA) homolog 
- Haemophilus influenzae (strain Rd KW20) >gi_1573651 
( U327 4 8 ) 3-deoxy-d-manno-octulosonic-acid transferase 
(kdtA) [Haemophilus influenzae Rd] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150532 

LIB3175-042-P1-K1-F5 

BLASTN 

g2264319 

59 

5.0e-25 

109 

68 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXA21, complete sequence [Arabidopsis thaliana] 



Seq. No. 


150533 


Seq. ID 


LIB3175-042-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g529353 


BLAST score 


202 


E value 


2.0e-23 


Match length 


92 


% identity 


60 


NCBI Description 


(U12757) diphenol oxidase [Acer pseudoplatanus] 


Seq* No. 


150534 


Seq. ID 


LIB3175-042-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4185505 


BLAST score 


460 


E value 


5.0e-46 


Match length 


112 


% identity 


78 


NCBI Description 


(AF101038) nonspecific lipid-transf er protein precursor 




[Brassica napus] 


Seq. No. 


150535 


Seq. ID 


LIB3175-042-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl!5783 


BLAST score 


561 


E value 


7.0e-58 


Match length 


105 



% identity 

NCBI Description 



100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 



19197 



(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 


150536 


Seq. ID 


LIB3175-042- 


Method 


BLASTX 


NCBI GI 


g2829885 


BLAST score 


369 


E value 


2.0e-35 


Match length 


102 


% identity 


70 


NCBI Description 


(AC002396) 


Seq. No. 


150537 


Seq. ID 


LIB3175-042 


Method 


BLASTX 


NCBI GI 


g4567279 


BLAST score 


498 


E value 


2.0e-50 


Match length 


134 


% identity 


71 


NCBI Description 


(AC006841) 




[Arabidopsi 


Seq. No. 


150538 


Seq. ID 


LIB3175-042 


Method 


BLASTX 


NCBI GI 


gl27041 


BLAST score 


506 


E value 


2.0e-51 


Match length 


99 


% identity 


98 



-P1-K1-F9 



Hypothetical protein [Arabidopsis thaliana] 



-G10 



putative serine/threonine protein kinase 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_81647_pir JN0131 methionine adenosyltransf erase (EC 

2.5.1.6) - Arabidopsis thaliana >gi_166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 

150539 

LIB3175-042-P1-K1-G12 

BLASTX 

gl30720 

277 

1.0e-24 

103 

50 

PROTEOLIPID PROTEIN PPA1 >gi_101508_pir A34633 probable 

H+-transporting ATPase (EC 3.6.1.35) lipid-binding protein 
- yeast (Saccharomyces cerevisiae) >gi_172221 (M35294) 
proteolipid protein of proton ATPase [Saccharomyces 
cerevisiae] >gi_500700 (U10399) Ppalp: Proteolipid protein 
of proton ATPase [Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 
Method 



150540 

LIB3175-042-P1-K1-G2 
BLASTX 



19198 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2119846 
424 

7.0e-42 

110 
78 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150541 

LIB3175-042-P1-K1-G3 

BLASTX 

g3540185 

362 

2.0e-34 

133 

48 

(AC004122) Highly Similar to branched-chain amino acid 
aminotransferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150542 

LIB3175-042-P1-K1-G4 

BLASTX 

g!174162 

476 

4.0e-48 

85 
98 

(U44976) ubiqui tin-conjugating enzyme [Arabidopsis 
thaliana] >gi__3746915 (AF091106) E2 

ubiquit in-con jugating-like enzyme [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150543 

LIB3175-042-P1-K1-G5 

BLASTN 

g2564049 

52 

1.0e-20 

76 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLE2, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150544 

LIB3175-042-P1-K1-G7 

BLASTN 

g4760411 

42 

3.0e-14 

143 
71 

Arabidopsis thaliana chromosome 1 BAC F25C20 sequence, 
complete sequence 



19199 



Seq. No. 


150545 


Seq. ID 


LIB3175-042-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2583108 


BLAST score 


605 


E value 


5.0e-63 


Match length 


133 


% identity 


92 


NCBI Description 


(AC002387) putative . 


Seq. No. 


150546 


Seq. ID 


LIB3175-042-P1-K1-G9 


Method 


BLASTN 


NCBI GI 


g2924728 


BLAST score 


71 


E value 


1.0e-31 


Match length 


365 


% identity 


92 


NCBI Description 


Arabidopsis thaliana 



MXH1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150547 

LIB3175-042-P1-K1-H1 

BLASTN 

g4263753 

200 

1.0e-108 

357 

90 

Arabidopsis thaliana chromosome V map near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150548 

LIB3175-042-P1-K1-H10 

BLASTX 

g462174 

288 

6.0e-26 

93 

67 

GERANYLGERANYL PYROPHOSPHATE SYNTHETASE PRECURSOR (GGPP 
SYNTHETASE) ( DIMETHYLALLYLTRANS FERASE / 
GERANYLTRANSTRANSFERASE / FARNESYLTRANSTRANSFERASE 
>gi_413730 (L25813) geranylgeranyl pyrophosphate synthase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150549 

LIB3175-042-P1-K1-H11 

BLASTX 

g2342685 

182 

7.0e-14 

72 

50 

(AC000106) Contains similarity to Rhodococcus amidase 

(gb D16207). ESTs gb_T20504 , gb_H36650, gb_N97423, gb_H36595 



19200 



come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150550 

LIB3175-042-P1-K1-H12 

BLASTN 

g3449327 

86 

5.0e-41 

165 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MCA23, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150551 

LIB3175-042-P1-K1-H2 

BLASTX 

g2244799 

254 

8.0e-22 

81 

68 

(Z 97 33 6) carnitine racemase homolog [Arabidopsis thaliana] 
150552 

LIB3175-042-P1-K1-H3 

BLASTX 

g!402912 

628 

1.0e-65 

123 

98 

(X98317) peroxidase [Arabidopsis thaliana] 



150553 

LIB3175-042-P1-K1-H4 

BLASTN 

g3128136 

46 

1.0e-16 

103 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K1F13, complete sequence [Arabidopsis thaliana] 



TAC clone: 



150554 

LIB3175-042-P1-K1-H5 

BLASTX 

g2119846 

617 

2.0e-64 

117 

99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 



19201 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

150555 

LIB3175-042-P1-K1-H6 

BLASTX 

g3043415 

287 

4.0e-26 

54 

100 

(Y17053) At-hsc70-3 [Arabidopsis thaliana] 
150556 

LIB3175-042-P1-K1-H7 
BLASTN 



NCBI GI 


g547390 


BLAST score 


361 


E value 


0.0e+00 


Match length 


369 


% identity 


99 


NCBI Description 


Arabidopsis thaliana TRAP mRNA, partial cds 


Seq. No. 


150557 


Seq. ID 


LIB3175-042-P1-K1-H8 


Method 


BLASTN 


NCBI GI 


g2264317 


BLAST score 


192 


E value 


1.0e-104 


Match length 


398 


% identity 


47 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 


MUG13, complete sequence [Arabidopsis thaliana] 


Seq. No. 


150558 


Seq. ID 


LIBol /o-U4z-Fl-j\l-ny 


Method 


BLASTX 


NCBI GI 


g3063445 


BLAST score 


147 


E value 


2.0e-09 


Match length 


132 


% identity 


3 


NCBI Description 


(AC003981) F22013.7 [Arabidopsis thaliana] 


Seq. No. 


150559 


Seq. ID 


LIB3175-043-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


g2815404 


BLAST score 


155 


E value 


1.0e-81 


Match length 


392 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




MMG4, complete sequence [Arabidopsis thaliana] 


Seq. No. 


150560 


Seq. ID 


LIB3175-043-P1-K1-A12 



PI clone 



19202 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3355468 

492 

1.0e-4 9 

123 

86 

(AC004218) 
thaliana] 



putative ribosomal protein L35 [Arabidopsis 



150561 

LIB3175-043-P1-K1-A3 

BLASTX 

g3063470 

328 

7.0e-33 

121 

63 

(AC003981) F22013.32 [Arabidopsis thaliana] 
150562 

LIB3175-043-P1-K1-A5 

BLASTN 

g547390 

258 

1.0e-143 

298 
97 

Arabidopsis thaliana TRAP mRNA, partial cds 
150563 

LIB3175-043-P1-K1-A6 

BLASTX 

g2642159 

456 

9.0e-46 

104 

88 

(AC003000) putative mannose-1 -phosphate guanyltransf erase 
[Arabidopsis thaliana] >gi_3598958 (AF076484) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi_4151925 
(AF108660) CYT1 protein [Arabidopsis thaliana] 



150564 

LIB3175-043-P1-K1-A7 

BLASTX 

g4218123 

325 

3.0e-30 

95 

75 

(AL035353) photosystem 
[Arabidopsis thaliana] 



I subunit PSI-E~like protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



150565 

LIB3175-043-P1-K1-A8 

BLASTX 

g2275202 



19203 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



419 

3.0e-41 

78 

100 

(AC002337) acyl-CoA synthetase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
,NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150566 

LIB3175-043-P1-K1-A9 

BLAST N 

g4049332 

170 

6.0e-91 

185 

98 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F8B4 



150567 

LIB3175-043-P1-K1-B1 

BLASTN 

g2760167 

65 

2.0e-28 

101 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MC015, complete sequence [Arabidopsis thaliana] 



150568 

LIB3175-043-P1-K1-B10 

BLASTN 

g2264305 

278 

1.0e-155 

320 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBK23, complete sequence [Arabidopsis thaliana] 



PI clone: 



150569 

LIB3175-043-P1-K1-B11 

BLASTX 

g2119846 

576 

8.0e-60 

110 

96 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X644 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 



150570 



19204 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-043-P1-K1-B12 

BLASTX 

g3157934 

321 

1.0e-29 

63 

98 

(AC002131) Similar to hypothetical protein F09E5.8 
gb_U37429 from C. elegans. ESTs gb_T42019 and gb_N97000 
come from this gene. [Arabidopsis thaliana] 

150571 

LIB3175-043-P1-K1-B2 

BLASTX 

g730864 

165 

2.0e-ll 

139 

32 

SPORULATION PROTEIN SPS19 (SPORULAT I ON- SPECIFIC PROTEIN 

SPX19) >gi_21174 42_pir S50729 sporulation protein SPS19 

yeast (Saccharomyces cerevisiae) >gi_600063_emb_CAA55506_ 

(X78898) N1362 [Saccharomyces cerevisiae] 
>gi_1302205_emb_CAA96103_ (Z71479) ORF YNL202w 

[Saccharomyces cerevisiae] 

150572 

LIB3175-043-P1-K1-B3 

BLASTX 

g481132 

369 

2.0e-35 

87 

83 

sucrose transport protein SUC1 - Arabidopsis thaliana 
>gi_407094_emb_CAA53147_ (X75365) sucrose-proton symporte 
[Arabidopsis thaliana] 

150573 

LIB3175-043-P1-K1-B4 

BLASTN 

g2244991 

333 

0.0e+00 

390 

96 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 
Seq* ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



150574 

LIB3175-043-P1-K1-B5 

BLASTX 

g481914 

264 

3.0e-55 

127 

85 



19205 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



glutamate — ammonia ligase {EC 6.3.1.2) - rape 
>gi_436422_emb_CAA54151.1_ (X76736) glutamine [Brassica 
napus] 

150575 

LIB3175-043-P1-K1-B7 

BLASTX 

g3367516 

586 

7.0e-61 

118 
96 

(AC004392) Similar to beta-glucosidase BGQ60 precursor 
gb_L41869 from Hordeum vulgare. [Arabidopsis thaliana] 

150576 

LIB3175-043-P1-K1-B8 

BLASTN 

g3702731 

282 

1.0e-157 

332 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFC19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150577 

LIB3175-043-P1-K1-C1 

BLASTX 

g3913418 

796 

2.0e-85 

154 

97 

S -ADENOS YLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1531763_emb_CAA69073_ (Y07765) 
S-adenosylmethionine decarboxylase [Arabidopsis thaliana] 



Seq. No. 


150578 


Seq. ID 


LIB3175-043-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl916613 


BLAST score 


294 


E value 


1.0e-26 


Match length 


126 


% identity 


55 


NCBI Description 


(U62029) acetyl-CoA carboxylase [Arabidopsis thaliana] 


Seq. No. 


150579 


Seq. ID 


LIB3175-043-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


g3080430 


BLAST score 


221 


E value 


1.0e-121 


Match length 


404 


% identity 


95 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone T19P19 



19206 



(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150580 

LIB3175-043-P1-K1-C12 

BLASTX 

g2119846 

657 

4.0e-69 

138 
91 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_eitib_CAA45790_ (X644 60) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150581 

LIB3175-043-P1-K1-C3 

BLASTN 

g4757395 

35 

4.0e-10 

95 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21L13, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150582 

LIB3175-043-P1-K1-C5 

BLASTX 

gll75013 

467 

6.0e-47 

111 

83 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_629542_pir S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150583 

LIB3175-043-P1-K1-C6 

BLASTX 

g4467097 

486 

3.0e-49 

118 

87 

(AL035538) heat shock protein 7 0 like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



150584 

LIB3175-043-P1-K1- 

BLASTN 

g2264305 



■CI 



19207 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



325 

0.0e+00 

325 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK23, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150585 

LIB3175-043-P1-K1-C8 

BLASTN 

g4678196 

362 

0. 0e+00 

494 

93 

Arabidopsis thaliana chromosome II BAC F7H1 genomic 
sequence, complete sequence 





Seq. No. 


150586 




Seq. ID 


LIB3175-043-P1-K1-C9 




Method 


BLASTX 




NCBI GI 


g3935181 




BLAST score 


808 




E value 


9.0e-87 




Match length 


153 




% identity 


96 




NCBI Description 


(AC004557) F17L21.24 




Seq. No. 


150587 




Seq. ID 


LIB3175-043-P1-K1-D1 




Method 


BLASTN 




NCBI GI 


g2696018 




BLAST score 


62 




E value 


2.0e-26 




Match length 


235 




% identity 


91 




NCBI Description 


Arabidopsis thaliana 



[Arabidopsis thaliana] 



MXC9, complete sequence [Arabidopsis thaliana] 



Seq. No. 


150588 


Seq. ID 


LIB3175-043-P1-K1-D10 


Method 


BLASTN 


NCBI GI 


g950022 


BLAST score 


48 


E value 


6.0e-18 


Match length 


237 


% identity 


88 


NCBI Description 


A. thaliana psbW gene 


Seq. No. 


150589 


Seq. ID 


LIB3175-043-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3298443 


BLAST score 


327 


E value 


2.0e-30 


Match length 


84 


% identity 


71 



19208 



NCBI Description 



(AB010880) chloroplast ribosomal protein L17 [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150590 

LIB3175-043-P1-K1-D12 

BLASTX 

gll5783 

341 

3.0e-32 

91 

78 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA2754 3_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



150591 

LIB3175-043-P1-K1-D2 

BLASTN 

gl402905 

52 

5.0e-21 

52 

100 

A. thaliana mRNA for peroxidase, prxr2 
150592 

LIB3175-043-P1-K1-D3 

BLASTX 

gl709535 

717 

5.0e-76 

161 

92 

DELTA l-PYRROLINE-5-CARBOXYLATE SYNTHETASE B (P5CS B) 
[CONTAINS: GLUTAMATE 5-KINASE ( GAMMA-GLUT AMYL KINASE) (GK) ; 

GAMMA- GLUTAMYL PHOSPHATE REDUCTASE (GPR) 
(GLUTAMATE- 5 -SEMIALDEHYDE DEHYDROGENASE) 
(GLUTAMYL-GAMMA-SEMIALDE. . . >gi_887388_emb_CAA60447_ 
(X86778) pyrroline-5-carboxylate synthetase B [Arabidopsis 

thaliana] >gi_1669658_emb_CAA70527_ (Y09355) 

pyrroline-5-carboxlyate synthetase [Arabidopsis thaliana] 

150593 

LIB3175-043-P1-K1-D4 

BLASTX 

g4678308 

583 

1.0e-60 

113 

100 

(AL049655) putative protein [Arabidopsis thaliana] 
150594 

LIB3175-043-P1-K1-D7 

BLASTX 

gl402906 



19209 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



726 

4.0e-77 

159 
90 

(X98314) peroxidase [Arabidopsis thaliana] 

>gi_44 68977_emb_CAB38291_ (AL035605) peroxidase, prxr2 

[Arabidopsis thaliana] 



beq. ino. 


louoyo 


Seq. ID 




Method 


dLAoIa 




g*t 3 0/ Jll 


BLAST score 


JJi 


E value 


o . ue - o4 


Match length 


97 


% identity 


97 


NCBI Description 


(AC005956) putative protein kinase 


Seq. No.< 


150596 


Seq. ID 


LIB3175-043-Pl-Kl-Dy 


Method 


BLASTN 


NCBI GI 


g2245031 


dLAoI score 




E value 


0.0e+00 


Match length 


451 


% identity 


98 


NCBI Description 


Arabidopsis thaliana DNA chromosome 




fragment No 


Seq. No. 


150597 


Seq. ID 


LIB3175-043-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3540183 


BLAST score 


545 


E value 


7.0e-56 


Match length 


104 



% identity 

NCBI Description 



100 

(AC004122) Highly Similar to branched-chain amino acid 
aminotransferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150598 

LIB3175-043-P1-K1-E10 

BLASTX 

g4056469 

298 

3.0e-27 

68 

93 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA713150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403 / gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 



Seq. No. 
Seq. ID 
Method 



150599 

LIB3175-043-P1-K1-E11 
BLASTX 



19210 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3287691 
350 

2.0e-33 

105 

67 

(AC003979) Contains similarity to RING zinc finger protein 
gb_X95455 from Gallus gallus. [Arabidopsis thaliana] 

150600 

LIB3175-043-P1-K1-E12 

BLASTN 

g3449313 

38 

1.0e-12 

54 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21P3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150601 

LIB3175-043-P1-K1-E3 

BLASTX 

gl504020 

308 

4.0e-28 

147 

28 

(D86973) similar to Yeast translation activator GCN1 
(P1:A48126) [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150602 

LIB3175-043-P1-K1-E4 

BLASTX 

gll3782 

802 

4.0e-86 

147 

99 

BETA- AMYLASE (1,4 -ALPHA- D-GLUCAN MALTOHYDROLASE) 

>gi_486824_pir S36094 beta-amylase (EC 3.2.1.2) - 

Arabidopsis thaliana >gi_166602 (M734 67) beta-amylase 

[Arabidopsis thaliana] >gi_228699_prf 1808329A beta 

amylase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150603 

LIB3175-043-P1-K1-E5 

BLASTX 

g3600058 

570 

7.0e-59 

118 

99 

(AF080120) similar to vacuolar ATPases [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



150604 

LIB3175-043-P1-K1-E6 



19211 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2459406 

139 

3.0e-72 

373 

99 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

150605 

LIB3175-043-P1-K1-E7 

BLASTX 

gl351272 

192 

3.0e-15 

36 

100 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) >gi_414550 
(U02949) cytosolic triose phosphate isomerase [Arabidopsis 

thaliana] >gi_742408_prf 2009415A triose phosphate 

isomerase [Arabidopsis thaliana] 

150606 

LIB3175-043-P1-K1-E9 

BLASTN 

g4733953 

332 

0.0e+00 

332 

100 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

150607 

LIB3175-043-P1-K1-F1 

BLASTX 

gl702986 

451 

5.0e-45 

111 

86 

14-3-3-LIKE PROTEIN GF14 CHI >gi_1255987 (U09377) GF14chi 
isoform [Arabidopsis thaliana] >gi_1256534 (L09112) GF14 
chi chain [Arabidopsis thaliana] 

150608 

LIB3175-043-P1-K1-F11 

BLASTN 

g469109 

35 

9.0e-ll 

63 

89 

A. thaliana (Columbia) Dil9 mRNA 



Seq. No. 
Seq. ID 



150609 

LIB3175-043-P1-K1-F12 



19212 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll9975 

172 

1.0e-17 

83 
70 

FERREDOXIN PRECURSOR >gi_99692_pir S0997 9 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferrodoxin A 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150610 

LIB3175-043-P1-K1-F2 

BLASTX 

gl21907 

413 

2.0e-40 

145 

63 

HI STONE HI. 2 >gi_70682_pir HSMU12 histone HI. 2 - 

Arabidopsis thaliana >gi_16320__emb_CAA44316_ (X62459) 
Histone Hl-2 [Arabidopsis thaliana] >gi_1946357 (093215) 
histone H1-2C [Arabidopsis thaliana] 



Seq. No. 


150611 


Seq. ID 


LIB3175-043-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2832625 


BLAST score 


558 


E value 


2.0e-57 


Match length 


157 


% identity 


69 


NCBI Description 


(AL021711) putative protein [Arabidopsis thaliana] 


Seq. No. 


150612 


Seq. ID 


LIB3175-043-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2832625 


BLAST' score 


90 


E value 


5.0e-14 


Match length 


105 


% identity 


47 


NCBI Description 


(AL021711) putative protein [Arabidopsis thaliana] 


Seq. No. 


150613 


Seq. ID 


LIB3175-043-P1-K1-F5 


Method 


BLASTN 


NCBI GI 


g3980374 


BLAST score 


142 


E value 


5.0e-74 


Match length 


279 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F16P2 genomic 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



150614 



19213 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-043-P1-K1-F6 

BLASTN 

g3510343 

336 

0.0e+00 

351 

99 

Arabidopsis thaliana genomic DNA f chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150615 

LIB3175-043-P1-K1-F7 

BLASTX 

gl21907 

349 

1.0e-33 

136 

64 

HISTONE HI. 2 >gi_70682_pir HSMU12 histone HI. 2 - 

Arabidopsis thaliana >gi_16320_emb_CAA44316_ (X62459) 
Histone Hl-2 [Arabidopsis thaliana] >gi_194 6357 (U93215) 
histone H1-2C [Arabidopsis thaliana] 



Seq. No. 


louolo 


Seq. ID 


LIB31 / o-U4o-Pl-Kl-Fo 


Method 


BLASTX 


NCBI GI 


g4581114 


BLAST score 


577 


E value 


i . ue oy 


Match length 


118 


% identity 


96 


NCBI Description 


(AC005825) putative HesB-like protein; required for 




efficient nitrogen fixation in Cyanobacteria [Arabidopsis 




thaliana] 


Seq. No. 


150617 


Seq. ID 


LIB3175-043-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g4154281 


BLAST score 


300 


E value 


2.0e-27 


Match length 


78 


% identity 


73 


NCBI Description 


(AF082347) C13 endopeptidase NP1 precursor [Zea mays] 


Seq. No. 


150618 


Seq. ID 


LIB3175-043-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g4006827 


BLAST score 


409 


E value 


6.0e-40 


Match length 


159 


% identity 


50 


NCBI Description 


(AC005970) subtilisin-like protease [Arabidopsis thaliana 


Seq. No. 


150619 


Seq. ID 


LIB3175-043-P1-K1-G10 



19214 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g629692 

418 

3.0e-41 

93 
84 

hypothetical protein - common tobacco 

>gi_506471_emb_CAA56189_ (X7 97 94) unnamed protein product 
[Nicotiana tabacum] 



oeq. JNO . 






U1DJ1 / -J U T J 


liC L11UU. 


RLASTX 


NCBI GI 


g3860247 


BLAST score 


468 


E value 


7.0e-47 


Match length 


109 


% identity 


84 


NCBI Description 


(AC005824) 


Seq. No. 


150621 


Seq. ID 


LIB3175-043 


Method 


BLASTX 


NCBI GI 


gll9975 


BLAST score 


514 


E value 


2.0e-52 


Match length 


120 


% identity 


88 


NCBI Description 


FERREDOXIN 



-Kl-Gll 



-P1-K1-G12 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferrodoxin A 
[Arabidopsis thaliana] 



150622 

LIB3175-043-P1-K1-G2 

BLASTN 

g4756967 

149 

3.0e-78 

209 

95 

Arabidopsis thaliana partial 
clone gl9 



mRNA for hypothetical protein, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150623 

LIB3175-043-P1-K1-G4 

BLASTN 

g4733953 

332 

0.0e+00 

402 

96 

Arabidopsis thaliana chromosome 
sequence, complete sequence 



I BAC F13011 genomic 



Seq. No. 



150624 



19215 



O \5 « XL/ 


LIB3175-043-P1-K1-G6 




BLASTX 


NCBI GI 


g3738339 


BLAST score 


337 


Hi Value 


X • UfcS O X 




1 9 R 

1<L J 


^ xa.snL.xuy 


Oj 


NCRT Dpspti nt l on 


(AC005170) putative kinase [Arabidopsis thaliana] 


C /-N y-T 'KTz-v 

oeq. LNO. 




O C vJ • J. u 


LIR3175-04 3-P1-K1-G7 

XlX-LJ^/X / \J \J *I J XX J-V -1- >-J / 




BLASTX 




y r± «j / \j \j 


BLAST score 


303 


E value 


1.0e-27 


MafrH 1 on pfh n 
riciL-v^ii xeny lii 


X J X 




44 




^ZiPnnfidn^^ nnt*3t'i ttp rpnlirafinn f artor- A Drotpin 




TATahi rioDsi s thai ianal 








LIB3175-043-P1-K1-G8 




BLASTN 


lN^OX OX 




BLAST score 


428 


E value 


0.0e+00 


ria i- cn xeng x.n 


ft o x 


s iaent.n,y 


QQ 


jn^±51 Description 


B-raKi H ^-\-r> oi o f Vta 1 -i ana PiM 2i n v r\m r\ o rMT» a 4 IT 1 Q Q 7\ T nmrh 1 CI 
HraDlUOpSlS LuaJ-land JJiNri CIIX UIIlUotJIlLC *± / JLiOOrt. X U-<JllL.xy 




xx ayiLLCii t— lnc 


oeq. jmo . 






T TR?1 7R-D4^-P1 -K1 -HQ 

IllDJi U*±J ITX 1\X 


A/To 4- Vi /~s H 


OXurlO X 


LNUBX ol 


gz 4 jjjIj 


T5T 7\ QT 1 oor%>*o 

Dij/ioi score 




E value 


4.0e-52 


Match length 


123 




83 


INkyJDX L/GOOX X£J LXOli. 


^ 2X^09 4 ^04 1 qiTnilar tTi mniiqp MFM? ff^R*n47D94 and S 

\nr Uii Jvl J OXIUXXCtX LU lUUU^C LILjUvJ |OD • vi / VJ i. 1 O-iilU. iJ • 




norowi c: "i a o Tr^a /-^i i /^i 1 a-K* o r\ i nrr "PiT*rti~^"i"n ^ S /" QTXT • O ^ 4 1 1 HI 
ucic viDiac vqu \JL\j x ctx oui L.±ny piuLciii \ov^ t jiiiu^ 




[rii ciijiuujjoio uiicixxcii id j 


dorr \Tr\ 

oeq. jno • 


lJU oz 0 


Cppr TP) 


T.TR^I 7S-04^-Pl -K1 -Hi 

LilDJl / J ut J JT X i\X ITX 


Mot - 


DXifXO ± /V 


iNOJDX ol 


rr9ft^91 67 


BLAST score 


261 


E value 


1.0e-25 


L v iaccn xengun 


D J 


3 luenticy 


inn 
x u u 


NOBi Description 


(ALuuid4oj rroxine - ricn protein Arb isoiog L^raoxaops 




thaliana] 


Seq. No. 


150629 


Seq. ID 


LIB3175-043-P1-K1-H2 


Method 


BLASTX 



19216 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2275196 
329 

5.0e-31 

69 

96 

(AC002337) water stress-induced protein, WSI7 6 isolog 
[Arabidopsis thaliana] >gi_4 63074 6_gb_AAD26596. 1_AC007236_1 
(AC007236) water stress-induced protein [Arabidopteis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150630 

LIB3175-043-P1-K1-H3 

BLASTN 

g4584841 

280 

1.0e-156 

328 
96 

Genomic sequence for Arabidopsis thaliana BAC T23E23, 
complete sequence 

150631 

LIB3175-043-P1-K1-H6 

BLASTX 

g!076348 

551 

8.0e-57 

109 

98 

myosin MYA1, class V - Arabidopsis thaliana 
>gi_433663_emb_CAA82234__ (Z28389) myosin [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150632 

LIB3175-043-P1-K1-H7 

BLASTX 

g!32074 

618 

1.0e-64 

117 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063j?ir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

150633 

LIB3175-044-P1-K1-A1 

BLASTX 

g2654122 

202 

5.0e-16 

59 

66 

(AF034694) ribosomal protein L23a [Arabidopsis thaliana] 



Seq. No. 



150634 



19217 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-044-P1-K1-A10 

BLASTX 

g2494299 

341 

6.0e-32 

145 

52 

EUKARYOTIC TRANSLATION INITIATION 
(EIF-2-BETA) >gi_1732361 (U80269) 
factor 2 beta [Malus domestical 



FACTOR 2 BETA SUBUNIT 
translation initiation 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150635 

LIB3175-04 4-P1-K1-A11 

BLASTX 

gl706186 

224 

3.0e-18 

138 

37 

HIGH-AFFINITY CATIONIC AMINO ACID TRANS PORTER- 1 (CAT-1) 
(CAT1) (SYSTEM Y+ BASIC AMINO ACID TRANSPORTER) (ECOTROPIC 
RETROVIRAL LEUKEMIA RECEPTOR) (ERR) (ECOTROPIC RETROVIRUS 

RECEPTOR) >gi_110721_pir A32742 murine ecotropic 

retrovirus receptor protein - mouse >gi_532612 (M26687) 
ecotropic retrovirus receptor [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150636 

LIB3175-044-P1-K1-A12 

BLASTX 

g99699 

373 

7.0e-36 

101 

68 

glutamate — ammonia ligase (EC 6.3.1.2), cytosolic (clone 
lambdaAtgsrl) - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150637 

LIB3175-044-P1-K1-A2 

BLASTX 

g3721926 

410 

1.0e-40 

125 

72 

(AB017480) chloroplast FtsH protease [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150638 

LIB3175-044-P1-K1-A4 

BLASTX 

g629557 

554 

6.0e-57 

144 

50 

RNA-binding protein rnpD 
>gi_5 1024 0_emb_CAA4 3 4 2 0_ 



- Arabidopsis thaliana (fragment) 
(X61108) RNA binding protein 



19218 



# 



[Arabidopsis thaliana] 



JCkji is \J • 


150639 


Seq. ID 


LIB3175-044-P1-K1-A5 


Method 


BLASTX 






"QT ACT oj^i/^iv*^ 

DiaHjbi score 


/ z 0 


E value 




i v jat.cii lengLii 




% identity 


ZZ 


NGBI Description 


tuzyiooj poiyuDiquiu. 




1 ^f)64n 


Seq. ID 


LIB3175-044-P1-K1-A6 


Method 


BLASTX 




rr9^1 7Q06 

LjiJl f .7 v V 


Dixfioi score 


ft 6*7 


E value 


J. • Uc -/O 




1 6Q 


% identity 




NCBI Description 




oeq. jno . 


1 RH641 




T,TR?1 7S-044-P1 -K1 -A7 


Method 


BLASTX 


NCBI GI 


g3046700 


BIiAST score 


367 


E value 


2.0e-35 


Match length 


78 


% identity 


95 


NCBI Description 


(AJ005261) cytidine 



>gi_3093276_emb_CAA06671_ (AJ005687) cytidine deaminase 
[Arabidopsis thaliana] >gi_4191787 (AC005917) putative 
cytidine deaminase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150642 

LIB3175-044-P1-K1-B10 

BLASTN 

g4206762 

239 

1.0e-132 

409 

54 

Arabidopsis thaliana cell wall-plasma membrane linker 
protein homolog (CWLP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150643 

LIB3175-044-P1-K1-B12 

BLASTX 

g4262156 

466 

1.0e-46 

121 

79 

(AC005275) putative component of cytochrome B6-F complex 
[Arabidopsis thaliana] 



19219 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150644 

LIB3175-044-P1-K1-B2 

BLASTX 

g2129650 

520 

5.0e-53 

109 

87 

myb-related transcription factor 24, 7K - Arabidopsis 
thaliana >gi_1197190_emb_CAA92280_ (Z68157) myb-related 
transcription factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150645 

LIB3175-044-P1-K1-B3 

BLASTX 

gll69476 

858 

2.0e-92 

170 

98 

ELONGATION FACTOR 1 -ALPHA 
ADHESION PROTEIN 1) (PVN1) 



(EF-1-ALPHA) (VITRONECT IN-LIKE 
>gi_439577 (U04632) 



vitronectin-like adhesion protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150646 

LIB3175-044-P1-K1-B4 

BLASTX 

gll70203 

556 

3.0e-57 

142 
79 

GLUTAMYL-TRNA REDUCTASE 1 PRECURSOR (GLUTR) >gi_454359 
(U03774) glutamyl-tRNA reductase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150647 

LIB3175-044-P1-K1-B5 

BLASTX 

gl931644 

269 

1.0e-23 

123 
45 

(U95973) membrane protein PTM1 precursor isolog 
[Arabidopsis thaliana] 

150648 

LIB3175-044-P1-K1-B6 

BLASTN 

g3367567 

258 

1.0e-143 

500 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8D20 
(ESSAII project) 



19220 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150649 

LIB3175-044-P1-K1-B7 

BLASTX 

g3892712 

340 

8.0e-32 

66 

100 

(AL033545) adenine phosphoribosyltransf erase 
2. 4. 2. 7) -like protein [Arabidopsis thaliana] 



(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% • identity 

NCBI Description 



150650 

LIB3175-044-P1-K1-C1 

BLASTN 

g2947056 

239 

1.0e-132 

299 

95 

Arabidopsis thaliana chromosome II BAC T20F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


150651 


Seq. ID 


LIB3175-044-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2765081 


BLAST score 


705 


E value 


1.0e-74 


Match length 


153 


% identity 


91 


NCBI Description 


(Y10557) g5bf [Arabidopsis thaliana] 


Seq. No. 


150652 


Seq. ID 


LIB3175-044-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl532135 


BLAST score 


300 


E value 


3.0e-27 


Match length 


74 


% identity 


76 


NCBI Description 


(U49442) chloroplast mRNA-binding protein 




[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



150653 

LIB3175-044-P1-K1-C12 

BLASTX 

g4741960 

620 

1.0e-64 

137 
86 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 
150654 

LIB3175-044-P1-K1-C3 

BLASTX 

g4581146 



19221 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



761 

4.0e-81 

153 

99 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 





d e q * in o • 


1JUDJJ 




O tJV^ ♦ J- L/ 


LIB3175-044-P1-K1-C4 




TvA /"> ^ V> y% /-J 


DiariO i A 




MPDT r*T 


nA OA 




JDJ_Lrt.O 1 OVrfULC 


j. *± ^ 




E value 


/ • VJ C U -7 




ria Lull iciiy Lii 


88 




% identity 


42 




NCBI Description 


(L22568) cor78 [Arab. 




beq. no . 


lOU do d 




beq. 1U 


T TTJ^I 7 ^ — H/iyi— Ol — T^l — r 1 ^ 




i v iei,noci 


UT BQTM 

OJ-LTlO 1 IN 






gozuioUo 




BLAST score 


bl 




E value 








o ^ 


m 


O -L UCi 11 L L y 


92 




NCBI Description 


Arabidopsis thaliana 






sequence, complete s 




Seq. No. 


150657 




Seq. ID 


LIB3175-044-P1-K1-C6 




Method 


BLASTN 




NCBI GI 


g4512656 




BLAST score 


35 




E value 


1.0e-10 




Match length 


83 




% identity 


86 




NCBI Description 


Arabidopsis thaliana 



[Arabidopsis thaliana] 



sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150658 

LIB3175-044-P1-K1-C7 

BLASTX 

g4406767 

393 

2.0e-38 

75 

100 

(AC006836) putative flavonol sulfotransferase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



150659 

LIB3175-044-P1-K1-C8 

BLASTN 

g3695400 

94 

2.0e-45 
302 



19222 



■5 1u.e1iLi.t_y 


ft ^ 
0 0 




Arabi firing i ^ thaliana BAC T9A4 




XOU DDU 


OClj . XL/ 


LTB3175-044-P1-K1-C9 


ixie unou. 


O Xii-iO 1 A- 


NCBI GI 


g4586265 


BLAST score 


310 


Hi Value 




jyiaucn lengin 


1 4 R 
X ft 0 


-3 iQent-i uy 


4 R 


inujdx UfcioCX Xp LXUIl 


(ATO^Q^Afn mil-^f i vp nroi*P"in r Arabi HnriQ 7 q -hhal 


beq. NO. 


1 RH££1 


OtS \^ > x u 


LIB3175-044-P1-K1-D1 


Metnoa 


DXjf-iO 1 A 


NCBI GI 


gl652297 


BLAST score 


210 


T* 1 TT3 1 no 


2 . 0e-16 


\A -3 4- ^1 Vi I r>€ 4- V> 
rJaLCli J_t5liyLll 










(DQClQOA) hvDothetical nrotein FSvnechocvstis 


beq. wo. 




oeq. xu 


T TR*31 7R-044-P1 -PCI -HI 0 
lilDJl / J Uii rr x i\.-L l/xvj 


rue L.nou 


OXirlO 1 LN 


H^-I-JX VJX 


a2244747 


BLAST score 


134 


E value 


2.0e-69 


Match length 


142 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSA I 



contig 



fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150663 

LIB3175-044-P1-K1-D11 

BLASTN 

g3341671 

142 

6.0e-74 

415 

97 

Arabidopsis thaliana chromosome II BAC F16B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150664 

LIB3175-044-P1-K1-D12 

BLASTX 

g3096931 

360 

3.0e-34 

112 

58 

(AL023094) putative ribosomal protein S16 [Arabidopsis 
thaliana] 



Seq. No. 



150665 



19223 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-044-P1-K1-D4 

BLASTX 

g3122673 

407 

6.0e-40 

96 

83 

60S RIBOSOMAL PROTEIN LIS >gi_2245027_emb_CAB10447_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 

150666 

LIB3175-044-P1-K1-D6 

BLASTX 

g2244896 

47 

6.0e-70 

138 

94 

(Z97338) similar to HSR201 protein N.tabacum [Arabidopsis 
thaliana] 

150667 

LIB3175-044-P1-K1-D9 

BLASTX 

gl532167 

181 

3.0e-13 

64 

48 

(U63815) localized according to blastn similarity to EST 
sequences; therefore, the coding span corresponds only to 
an area of similarity since the initation codon and stop 
codon could not be precisely determined [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150668 

LIB3175-044-P1-K1-E1 

BLASTX 

g4503169 

214 

5.0e-17 

93 

42 

cut (Drosophila) -like 1 (CCAAT displacement protein) 
>gi_457517 (L12579) alternatively spliced [Homo sapiens] 

150669 

LIB3175-044-P1-K1-E10 

BLASTN 

g4415928 

97 

3.0e-47 

331 

95 

Arabidopsis thaliana chromosome II BAC F13A10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



19224 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150670 

LIB3175-044-P1-K1-E12 

BLASTN 

g2245073 

342 

0.0e+00 

406 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq* No. 


lOUb / ± 


beq. iu 




Method 




NCBI GI 


g2865394 


BLAST score 


180 


E value 


4 . ue-io 


Match length 


50 


% identity 


60 


NCBI Description 


(AF036949) basic leucine zipper 


Seq. No. 


150672 


Seq. ID 


LIB3175-044-P1-K1-E3 


Method 




NCBI GI 


g3399678 


BLAST score 


152 


E value 


3.0e-80 


Match length 


212 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromosome 




complete sequence [Arabidopsis 


Seq. No. 


150673 


Seq. ID 


LIB3175-04 4-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g!353352 


BLAST score 


233 


E value 


1.0e-19 


Match length 


61 


% identity 


77 


NCBI Description 


(U31975) alanine aminotransf era 




reinhardtii] 


Seq. No. 


150674 


Seq. ID 


LIB3175-044-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3600058 


BLAST score 


529 


E value 


4.0e-54 


Match length 


117 


% identity 


94 


NCBI Description 


(AF080120) similar to vacuolar 




thaliana] 


Seq. No. 


150675 


Seq. ID 


LIB3175-044-P1-K1-E6 


Method 


BLASTX 



1 BAC F13M7 sequence, 



[ Chlamydomonas 



19225 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4115337 
815 

2.0e-87 

165 

18 

(L81141) 



ubiquitin [Pisum sativum] 



150676 

LIB3175-044-P1-K1-E8 

BLASTN 

g4581138 

393 

0.0e+00 

401 

100 

Arabidopsis thaliana chromosome II BAC F1011 genomic 
sequence, complete sequence 

150677 

LIB3175-044-P1-K1-F1 

BLASTN 

g3335356 

79 

6.0e-37 

123 

92 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

150678 

LIB3175-044-P1-K1-F10 

BLASTX 

g3135611 

727 

3.0e-77 

150 

93 

(AF062485) cellulose synthase [Arabidopsis thaliana] 
150679 

LIB3175-044-P1-K1-F11 

BLASTX 

g2501578 

740 

1.0e-78 

164 

87 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



150680 

LIB3175-044-P1-K1-F2 

BLASTX 

g4406783 

591 



19226 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



2.0e-61 

114 
100 

(AC006532) 
thaliana] 



putative glutamate decarboxylase [Arabidopsis 



150681 

LIB3175-044-P1-K1-F3 

BLASTX 

g4006941 

596 

6.0e-62 

127 
91 

(AJ131391) voltage-dependent anion-selective channel 
protein [Arabidopsis thaliana] 

150682 

LIB3175-044-P1-K1-F5 

BLASTX 

g3451071 

377 

1.0e-36 

89 
89 

(AL031326) 
thaliana] 



beta adaptin - like protein [Arabidopsis 



150683 

LIB3175-044-P1-K1-F6 

BLASTN 

g2351065 

358 

0.0e+00 

486 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MHF15, complete sequence [Arabidopsis thaliana] 



150684 

LIB3175-044-P1-K1-F7 

BLASTX 

g4586256 

643 

2.0e-67 

133 

95 

(AL04 964 0) probable photosystem I 
[Arabidopsis thaliana] 

150685 

LIB3175-044-P1-K1-F8 

BLASTX 

g2894603 

423 

1.0e-41 
96 



chain XI precursor 



19227 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



85 

(AL021889) putative protein [Arabidopsis thaliana] 
150686 

LIB3175-044-P1-K1-F9 

BLASTX 

g2160184 

608 

3.0e-63 

113 
100 

(AC000132) ESTs gb_H37208 , gb_H36853 come from this gene. 
[Arabidopsis thaliana] 

150687 

LIB3175-044-P1-K1-G1 

BLASTX 

gll2741 

58 

2.0e-68 

164 

84 

2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi 68855 pir NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi__395201__emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 

150688 

LIB3175-044-P1-K1-G10 

BLASTX 

g2347098 

337 

1.0e-31 

80 

81 

(U76845) ubiquitin-specif ic protease [Arabidopsis thaliana] 
>gi_4490742_emb_CAB38904.1_ (AL035708) ubiquitin-specif ic 
protease (AtUBP3) [Arabidopsis thaliana] 

150689 

LIB3175-044-P1-K1-G11 

BLASTN 

g2062153 

48 

4.0e-18 

125 
90 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

150690 

LIB3175-044-P1-K1-G2 

BLASTX 

g3785986 



19228 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



413 

2.0e-40 

107 

78 

(AC005560) RGA1 protein [Arabidopsis thaliana] 
150691 

LIB3175-044-P1-K1-G3 

BLASTN 

g3790580 

383 

0.0e+00 

411 

98 

Arabidopsis thaliana RING-H2 finger protein RHBla mRNA, 
complete cds 

150692 

LIB3175-044-P1-K1-G6 

BLASTN 

g4531433 

478 

0.0e+00 

481 

100 

Arabidopsis thaliana chromosome II PI MFL8 genomic 
sequence, complete sequence 

150693 

LIB3175-044-P1-K1-G7 

BLASTX 

gl495269 

636 

1.0e-66 

141 

87 

(X97829) product similar to ccr protein, Citrus paradisi; 
PIR: S52663 [Arabidopsis thaliana] 

>gi_1550735_emb_CAA66824_ (X98130) unknown [Arabidopsis 
thaliana] 

150694 

LIB3175-044-P1-K1-G9 

BLASTX 

g4204300 

246 

8.0e-21 

147 
41 

(AC003027) Unknown protein [Arabidopsis thaliana] 
150695 

LIB3175-044-P1-K1-H10 

BLASTX 

g4185505 

4 67 

8.0e-47 



19229 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



115 
77 

(AF101038) nonspecific lipid-transf er protein precursor 
[Brassica napus] 

150696 

LIB3175-044-P1-K1-H11 

BLASTX 

g4689316 

545 

5.0e-56 

113 

94 

(AF130973) peroxisomal targeting signal type 2 receptor 
[Arabidopsis thaliana] 

150697 

LIB3175-044-P1-K1-H3 

BLASTN 

g3098611 

295 

1.0e-165 

360 

97 

Arabidopsis thaliana senescence associated gene (SAG20) 
mRNA, partial cds 

150698 

LIB3175-044-P1-K1-H4 

BLASTX 

g!432083 

695 

2.0e-73 

155 

89 

(U60981) homolog to Skplp, an evolutionarily conserved 
kinetochore protein in budding yeast [Arabidopsis thaliana] 
>gi_3068807 (AF059294) Skpl homolog [Arabidopsis thaliana] 
>gi_3719209 (U97020) UIP1 [Arabidopsis thaliana] 

150699 

LIB3175-044-P1-K1-H5 

BLASTX 

gl419090 

279 

1.0e-24 

108 

53 

(X94968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 

1 150700 
LIB3175-044-P1-K1-H6 
BLASTX 
g486784 
338 

9.0e-32 



1923.0 
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00 
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beq. wo. 


±OU / U 1 


beq. 




L-iioci 




NCBI GI 


g4063570 


BLAST score 


767 


E value 


o . ue o z 


Match length 


100 


% identity 
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87 


E value 


3.1e-02 


Match length 


112 


% identity 


19 


NCBI Description 


(AF051784) 14S cohesin SMC1 subunit; 




laevis] 



[Tropaeolum tricolor] 



SMC protein [Xenopus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150703 

LIB3175-044-P1-K1-H9 

BLASTX 

g4689316 

856 

3.0e-92 

163 

52 

(AF130973) peroxisomal targeting signal type 2 receptor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150704 

LIB3175-045-P1-K1-A10 

BLASTX 

gll72873 

428 

3.0e-42 

133 

67 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought- inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



150705 

LIB3175-045-P1-K1-A11 

BLASTX 

gll72873 

438 

2.0e-43 

135 

67 



19231 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 

150706 

LIB3175-045-P1-K1-A2 

BLASTX 

g266693 

244 

4.0e-21 

72 

69 

OLEOSIN >gi_282875__pir S22538 oleosin - Arabidopsis 

thaliana >gi_16405_emb_CAA44225_ (X62353) oleosin 
[Arabidopsis thaliana] >gi_4455257__emb_CAB36756. 1__ 
(AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 



Seq. No. 


150707 


Seq. ID 


LIBil /O-04O-P1-K1-AJ 


Method 


BLASTX 


NCBI GI 


g4038037 


BLAST score 


239 


E value 


4 . ue— ZU 


Match length 


48 


% identity 


100 


NCBI Description 


(AC005936) hypothetical protein 


Seq. No. 


150708 


Seq. ID 


LIB3175-045-P1-K1-A5 


Method 


BLASTN 


NCBI GI 


gl871173 


BLAST score 


367 


E value 


0.0e+00 


Match length 


421 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence, complete sequence 


Seq. No. 


150709 


Seq. ID 


LIB3175-045-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g585536 


BLAST score 


771 


E value 


2.0e-82 


Match length 


142 


% identity 


99 



NCBI Description 



MYROSINASE PRECURSOR (SINIGRINASE) (THIOGLUCOSIDASE) 

>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb_CAA55786_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



150710 

LIB3175-045-P1-K1-A7 

BLASTX 

gll72873 



19232- 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



284 

1.0e-25 

89 

65 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857__pir JN0719 

drought -inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA0237 4_ 
(D13043) thiol protease [Arabidopsis thaliana] 

150711 

LIB3175-045-P1-K1-A8 

BLASTN 

g2815404 

103 

9.0e-51 

339 

83 

Arabidopsis thaliana genomic DNA, ' chromosome 5, PI clone: 
MMG4, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150712 

LIB3175-045-P1-K1-A9 

BLASTX 

gll72873 

208 

8.0e-17 

80 

57 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA0237 4_ 
(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150713 

LIB3175-045-P1-K1-B10 

BLASTX 

gll72873 

416 

7.0e-41 

133 

66 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA0237 4_ 
(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150714 

LIB3175-045-P1-K1-B11 

BLASTN 

g2815404 

60 

4.0e-25 

188 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MMG4, complete sequence [Arabidopsis thaliana] 



PI clone: 



19233 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150715 

LIB3175-045-P1-K1-B12 

BLASTX 

g2827143 

287 

1.0e-54 

132 
78 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150716 

LIB3175-045-P1-K1-B2 

BLASTX 

gl518540 

180 

1.0e-13 

45 
82 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
150717 

LIB3175-045-P1-K1-B4 

BLASTX 

gll72873 

178 

4.0e-39 

135 

61 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought- inducible cysteine proteinase (EC 3.4,22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374__ 
(D13043) thiol protease [Arabidopsis thaliana] 

150718 

LIB3175-045-P1-K1-B6 

BLASTX 

gll72873 

428 

3.0e-42 

135 

67 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA0237 4_ 
(D13043) thiol protease [Arabidopsis thaliana] 

150719 

LIB3175-045-P1-K1-B7 

BLASTX 

gll72873 

436 

3.0e-43 

135 

67 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 



19234 



precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150720 

LIB3175-045-P1-K1-B8 

BLASTX 

gll72873 

382 

6.0e-37 

115 

67 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857__pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 

150721 

LIB3175-045-P1-K1-B9 

BLASTX 

gll72873 

325 

3.0e-30 

118 

56 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150722 

LIB3175-045-P1-K1-C1 

BLASTN 

g2337888 

140 

5.0e-73 

230 

47 

Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



150723 

LIB3175-045-P1-K1-C10 

BLASTN 

g2245031 

124 

3.0e-63 

427 

99 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 

150724 

LIB3175-045-P1-K1-C11 

BLASTX 

gll75014 

557 

2.0e-57 



ESSA I contig 



19235 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



124 
89 

PLASMA MEMBRANE INTRINSIC PROTEIN 2B >gi_62 9543_pir S44085 

plasma membrane intrinsic protein 2b - Arabidopsis thaliana 
>gi_472879_emb_CAA53478_ (X75884) plasma membrane intrinsic 
protein 2b [Arabidopsis thaliana] 

150725 

LIB3175-045-P1-K1-C12 

BLASTX 

g4220535 

489 

2.0e-49 

97 

98 

(AL035356) 
thaliana] 



clathrin coat assembly like protein [Arabidopsis 



Seq. No. 
Seq. ID 



150726 

LIB3175-045-P1-K1-C2 

BLASTX 

gll72873 

239 

4.0e-20 

97 

55 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought -inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 

150727 

LIB3175-045-P1-K1-C3 

BLASTN 

g4455229 

407 

0.0e+00 

425 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F13M23 
(ESSAII project) 

150728 

LIB3175-045-P1-K1-C4 

BLASTX 

gl703115 

223 

2.0e-18 

81 

57 

ACTIN 3 >gi_2129526_jpir S68112 actin 3 - Arabidopsis 

thaliana >gi_1145695 (U39480) actin [Arabidopsis thaliana] 
>gi_3236244 (AC004684) actin 3 protein [Arabidopsis 
thaliana] 

150729 

LIB3175-045-P1-K1-C5 



19236 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST store 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2464899 

390 

8.0e-38 

112 

73 

(Z99708) geranylgeranyl pyrophosphate synthase [Arabidopsis 
thaliana] 

150730 

LIB3175-045-P1-K1-C6 

BLASTX 

gll72872 

614 

4.0e-64 

135 

89 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

150731 

LIB3175-045-P1-K1-C7 

BLASTX 

g421826 

403 

2.0e-39 

78 

100 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

150732 

LIB3175-045-P1-K1-C8 

BLASTX 

g2342688 

411 

3.0e-40 

90 

98 

(AC000106) Similar to Beta integral membrane protein 
(gb_U43629) . [Arabidopsis thaliana] 

150733 

LIB3175-045-P1-K1-C9 

BLASTX 

g2244760 

315 

3.0e-29 

86 

70 

(Z97335) selenium-binding protein [Arabidopsis thaliana] 



19237 





150734 


Seq. ID 


LIB3175-045 


L it: CLlwvJ. 


RT.A9TX 


NCBI GI 


g3128187 


BLAST score 


331 


ill vd-Ltit; 


U • L/C *J JL 


i v ici Lv_n _Leiiy uii 


77 


•s luentiuy 


77 


TJCRT Dpsprintinn 

J. i J. l-» C O ^ J- <^ N-* J- \J i 1 


(AC004521) i 


Con \7r\ 

oecj. jno. 




q prr jn 


LIB3175-045 


Mo "hhnH 


BLASTX 

J—J 1 r nu X 


NCBI GI 


gl345595 


BLAST score 


527 


E value 


6.0e-54 


Match length 


110 


% identity 


98 


NCBI Description 


14-3-3-LIKE 



■P1-K1-D1 



-D3 



OTEIN GF14 LAMBDA (14-3-3-LIKE PROTEIN AFT1) 

>gi_1084332_pir S53727 14-3-3-like protein (ATF1) - 

Arabidopsis thaliana >gi_953221 (U02565) 14-3-3-like 
protein 1 [Arabidopsis thaliana] >gi_1549404 (U68545) GF14 
lambda [Arabidopsis thaliana] 



Seq. No. 


150736 


Seq. ID 


LIB3175-045-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


go44y331 


BLAST score 


98 


E value 


4.0e-48 


Match length 


150 


% identity 


45 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, P 




MNC17, complete sequence [Arabidopsis thaliana] 


Seq. No. 


150737 


Seq. ID 


LIB3175-045-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4544419 


BLAST score 


656 


E value 


5.0e-69 


Match length 


128 


% identity 


100 


NCBI Description 


(AC006955) unknown protein [Arabidopsis thaliana] 


Seq. No. 


150738 


Seq. ID 


LIB3175-045-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g2213592 


BLAST score 


271 


E value 


6.0e-24 


Match length 


115 


% identity 


24 


NCBI Description 


(AC000348) T7N9.12 [Arabidopsis thaliana] 


Seq. No. 


150739 


Seq. ID 


LIB3175-045-P1-K1-D8 



clone: 



19238 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl076301 

159 

1.0e-10 

54 
35 

CONSTANS protein - Arabidopsis thaliana 
>gi_1161514_emb_CAA64407_ (X94937) CONSTANS protein 
[Arabidopsis thaliana] 

150740 

LIB3175-045-P1-K1-E10 

BLASTX 

g399013 

511 

5.0e-52 

100 

100 

ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP, ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 



Seq. No. 


150741 


Seq. ID 


LIB3175-045-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3021336 


BLAST score 


630 


E value 


6.0e-66 


Match length 


138 


% identity 


91 


NCBI Description 


(AJ224957) RGA-like [Arabidopsis thaliana] 


Seq. No. 


150742 


Seq. ID 


LIB3175-045-P1-K1-E2 


Method 


BLASTN 


NCBI GI 


g4757409 


BLAST score 


364 


E value 


0.0e+00 


Match length 


364 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MVC8, complete sequence 


Seq. No. 


150743 


Seq. ID 


LIB3175-045-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2213592 


BLAST score 


293 


E value 


2.0e-26 


Match length 


119 


% identity 


25 


NCBI Description 


(AC000348) T7N9.12 [Arabidopsis thaliana] 



19239 





1 S0744 


Sea. ID 


LIB3175-045-P1-K1-E4 


Method. 


BLASTX 


NCBI GI 


all5767 


BLAST score 


680 


E value 


8 . Oe-72 


Match lencrth 


134 


S: t dent i f v 


97 


NCBI Dp*? print ion 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 


(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 




a/b-binding protein abl65 - Arabidopsis thaliana 




>ai 16368 emb CAA27540 (X03907) chloroohvll a/b bindina 




nrnf pi n fT.HOP AR fiS^ f Arphi Hnn^i <^ thai i ana 1 








protein (LHCP AB 180) [Arabidopsis thaliana] 


O C ^ • Vi \J • 






LIB3175-045-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2462929 


BLAST score 


554 


Hi v ct _l uc 


4 np- c i7 


ud c oil j. cny uii 


116 






NCRT Dp 9 cr i nt i on 


fY1P99S^ al nt at h i one fran^fprasp r Arabidoiosis thaliana! 


. INU • 




q pn IT) 


LTB^17 S -04 S-P1-K1-F7 


Mp*hhiod 


BLASTX 


MP DT f"T 


rrl 1 10099, 


DXirtOX oCOIc 




T* 1 TT2 1 no 

ili v ct_L U.t2 


q np-^? 

0 • uc JJ 


Match 1 pnai~h 

4. ±CL I— ^11 _1_ V31 1VJ t — 11 


118 


% identity 


86 


NCBI Description 


GLUTAMATE-1-SEMIALDEHYDE 2, 1-AMINOMUTASE 1 PRECURSOR (GSA 




1} ( GT.riT AMATF,— 1 - ^F.MT AT.DEH YHF, AMINOTRANSFERASE 1^ fGSA-AT 1 








f~t "1 n'harriai'o— 1 — » c om i al i^^Vitr^o— ^ 1 —ami n Ami if*a f 21 v 3 "i Hone i c 
yXULclllLclUC X oCl[llctxU.cIiyvJie eL f 1. dlllXIlUulU Case L^-lx ctJLJxUvJLyoXka 




LXiclXXctXlct J 




1 Rfl747 


Sea ID 


LTB3175-045-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2462748 


BLAST score 


622 


E value 


5.0e-65 


Msfph "1 pnrrt" Vi 


122 


O ±UCli 1 L L. y 


_? j 


LNLfDX UcoOI ipUIUIl 


^rl^U U^Z J pU.Ud.LxVe V-*Xd. uilx HI vyUdt rtbocILUJxy piULclil 




f Arabi don^? t*^ 1~hia1"iana1 


beq. wo. 


XOU / 4o 


Seq. ID 


LIB3175-045-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g3123188 


BLAST score 


479 


E value 


2.0e-48 



19240 



Match length 
. % identity 
NCBI Description 



CATALASE 3 >gi_2347178 (U43147) catalase 3 [Arabidopsis 
thaliana] >gi_2511726 (AF021937) catalase 3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150749 

LIB3175-045-P1-K1-F11 

BLASTX 

gl402912 

518 

6.0e-53 

116 

88 

(X98317) peroxidase [Arabidopsis thaliana] 
150750 

LIB3175-045-P1-K1-F12 

BLASTX 

gl076361 

442 

3.0e-44 

92 

98 

oleoyl- [acyl-carrier-protein] hydrolase (EC 3.1.2.14) - 

Arabidopsis thaliana >gi__2129660_pir S69197 

oleoyl- [acyl-carrier-protein] hydrolase (EC 3.1.2.14) 
(clone TE 1-7) - Arabidopsis thaliana 
>gi_804946__erab_CAA85389_ (Z36912) acyl-(acyl carrier 
protein) thioesterase [Arabidopsis thaliana] 

150751 

LIB3175-045-P1-K1-F2 

BLASTX 

g3024426 

277 

5.0e-25 

75 

77 

PYRUVATE, PHOSPHATE DI KINASE PRECURSOR 

(PYRUVATE, ORTHOPHOSPHATE DI KINASE) >gi_1084302_pir S55478 

pyruvate, orthophosphate dikinase (EC 2.7.9.1) - common ice 
plant >gi_854265_emb__CAA57872_ (X82489) 
pyruvate, orthophosphate dikinase [Mesembryanthemum 
crystal linum] 

150752 

LIB3175-045-P1-K1-F3 

BLASTX 

g2338712 

262 

9.0e-23 

69 

74 

(AF013959) metallothionein-like protein [Arabidopsis 
thaliana] 



19241 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150753 

LIB3175-045-P1-K1-F4 

BLASTN 

g3176693 

49 

2.0e-18 

57 

96 

Arabidopsis thaliana chromosome I BAG T27I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150754 

LIB3175-045-P1-K1-F5 

BLASTX 

g3834309 

102 

7.0e-75 

141 

100 

(AC005679) Strong similarity to glycoprotein EP1 gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb__F13813, gb_T21052, gb_R30218 and 
gb__W43262 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150755 

LIB3175-045-P1-K1-F6 

BLASTX 

g2088654 

549 

2.0e-56 

121 

90 

(AF002109) 60S acidic ribosomal protein P0 isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150756 

LIB3175-045-P1-K1-F8 

BLASTN 

g4757409 

116 

2.0e-58 

417 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVC8, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150757 

LIB3175-045-P1-K1-F9 

BLASTX 

g4581146 

580 

4.0e-60 

118 

98 

(AC006919) putative fructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 



19242 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150758 

LIB3175-045-P1-K1-G1 

BLASTN 

g3297806 

152 

7.0e-80 

433 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F17I5 



O G . Vi U • 


i "sense* 


c prr t n 

OCL[i J- Lt 


LTB3175-045-P1-K1-G11 




BLASTX 


NCBI GI 


g4586254 


BLAST score 


408 


E value 


4.0e-40 


Match length 


109 


% identity 


82 


NCBI Description 


(AL049640) auxilin-like 


Seq. No. 


150760 


Seq. ID 


LIB3175-045-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


gll3782 


BLAST score 


490 


E value 


2.0e-49 


Match length 


110 


% identity 


89 


NCBI Description 


BETA- AMYLASE (1,4 -ALPHA- 



>gi_486824_pir S36094 beta-amylase (EC 3.2.1.2) - 

Arabidopsis thaliana >gi_166602 (M73467) beta-amylase 

[Arabidopsis thaliana] >gi_228 699_prf 1808329A beta 

amylase [Arabidopsis thaliana] 



Seq. No. 


150761 


Seq. ID 


LIB3175-045-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g4510424 


BLAST score 


203 


E value 


2.0e-27 


Match length 


71 


% identity 


96 


NCBI Description 


(AC006929) putative carboxypeptidase [Arabidopsis 


Seq. No. 


150762 


Seq. ID 


LIB3175-045-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g3242730 


BLAST score 


656 


E value 


5.0e-69 


Match length 


128 


% identity 


99 


NCBI Description 


(AC003040) putative host response protein (Pir7) 




[Arabidopsis thaliana] 



Seq. No. 



150763 



19243 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-045-P1-K1-G5 

BLASTN 

g3985955 

377 

0.0e+00 

393 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTH16, complete sequence [Arabidopsis thaliana] 

150764 

LIB3175-045-P1-K1-G6 

BLASTX 

g4760577 

186 

7.0e-14 

111 

32 

(AB019602) IDN3-B [Homo sapiens] 
150765 

LIB3175-045-P1-K1-G7 

BLASTX 

g2827621 

405 

1.0e-39 

134 

60 

(AL021636) putative protein [Arabidopsis thaliana] 
150766 

LIB3175-045-P1-K1-G8 

BLASTX 

gl084335 

543 

9.0e-56 

114 

89 

calcium-dependent protein kinase (EC 2.7.1.-) 2 - 
Arabidopsis thaliana >gi_604881__dbj_BAA04830_ (D21806) 
calcium-dependent protein kinase [Arabidopsis thaliana] 

150767 

LIB3175-045-P1-K1-G9 

BLASTX 

gll4330 

233 

7.0e-22 

63 

84 

PLASMA MEMBRANE AT PAS E 1 (PROTON PUMP) 

>gi_67972_pir PXMUP1 H+-transporting ATPase (EC 3.6*1.35) 

type 1, plasma membrane - Arabidopsis thaliana >gi_166746 
(M24107) plasma membrane proton pump H+ ATPase [Arabidopsis 
thaliana] 



Seq. No, 



150768 



19244 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-045-P1-K1-H1 

BLASTX 

gll5783 

342 

1.0e-60 

125 
94 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150769 

LIB3175-045-P1-K1-H10 

BLASTX 

gl769905 

126 

3.0e-39 

127 

69 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

150770 

LIB3175-045-P1-K1-H11 

BLASTX 

g2129648 

665 

5.0e-70 

121 

99 

MYB-related protein 33, 3K - Arabidopsis thaliana 
>gi_1263095_emb_CAA90809_ (Z54136) MYB-related protein 
[Arabidopsis thaliana] 

150771 

LIB3175-045-P1-K1-H12 

BLASTX 

g2499811 

533 

1.0e-57 

116 

98 

PROFILIN 2 >gi_1353766 (U43323) profilin 2 [Arabidopsis 
thaliana] >gi_1353772 (U43326) profilin 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150772 

LIB3175-045-P1-K1-H2 

BLASTX 

g3819710 

463 

2.0e-46 
84 
99 

(AJ224161) 
thaliana] 



delta-8 sphingolipid desaturase [Arabidopsis 



19245 





Sea No 


150773 




qprr TO 


LIB3175-04 5-P1-K1-H3 




Method 


BLASTX 




NCBI GI 


g4510346 




BLAST score 


198 




F 1 lip 


7 Oe-58 




M^"Hr*1n T ^nrrhVi 

J.iCl.1— ^il lCllULll 


125 




9; i Hent" 1 1" v 

o — i- Vwiwii -i. l* y 


97 






/ APfiflfiQ^'M hvnofhpti ra 1 nrnfpi n [Arabi doDsis thalianal 




Sea No. 


150774 




Seq. ID 


LIB317 5-045-P1-K1-H4 




Method 


BLASTN 




NCBI GI 


g4587986 




BLAST score 


58 




F. va 1 tie 


5 Oe-24 






70 






_> \j 




NPRT Hpspri nf i nn 


Arabidonsis thaliana ABA— reaulated aene cluster* complete 












150775 




Seq. ID 


LIB3175-045-P1-K1-H5 






RT.ASTX 




NPRT PT 


y *± x 0 ^ vj 


ED 


BLAST score 


424 




E value 


7.0e-42 




Ma "h oht 1 orin"} - ]"! 


122 




■5 xUtSIlLxLy 


0 0 






r«n 1 or*o , r»n\7l 1 a /H— hi nrii nn nrnt pi n PP?Q — AtpjItii Hott^! "i ^ thai i?5n^5 






>ai 298036 emb CAA50712 (X71878} CP29 rArabidoosis 


y ^ 




+- V* 1 t anal 




Sea No 


150776 




Q&rr TVi 
0 • J- 


JjIOJI / J U1 J XT X IX X ii \J 




Method 


BLASTX 




NCBI GI 


g3510254 






233 




F \ra "1 n 0 
j_j v a. J. uc 


0 Oe-1 9 




iYiatcn xelly ull 


O ft 




% i Hent" "1 1" v 


87 




lNUiox uescr ipt-Lon 


IfivyUUj J x U ) pui.al.lvc Z1I1C T_xa.ri5pOxt.fc5x [iiiajJlLlopolo UIlclx.xclJ.Ici j 




Sea Mn 


150777 




Sea TO 


LIB317 1 5-04 C 5-P1-K1-H7 

XJXXJ^X/<>J \J ^ XX L\J. 11 1 




Method 


BLASTX 




NCBI GI 


g3183185 




BLAST score 


231 




E value 


4.0e-19 




Match length 


62 




% identity 


73 




NCBI Description 


GTP-BINDING PROTEIN TYPA/BIPA H0M0L0G 



>gi_2224766_emb_CAB09712__ (Z97025) product highly similar 
to elongation factor EF-G [Bacillus subtilis] 
>gi_2633848__emb_CAB13350_ (Z99111) similar to GTP-binding 
elongation factor [Bacillus subtilis] 



19246 



Seq. No. 


150778 




Sea. ID 


LIB3175-045-P1-K1-H8 




Method 


BLASTX 




NCBI GI 


gl076317 




BLAST score 


632 




E value 


3.0e-66 




Match, length 


138 




% i dent it v 


89 




NCBI Description 


dihydrodipicolinate synthase 


{EC 4.; 




Arabidopsis thaliana 




Seq, No. 


150779 




Seq. ID 


LIB3175-04 6-P1-K1-A11 




Method 


BLASTN 




NCBI GI 


gl669388 




BLAST score 


137 




E value 


3.0e-71 




Match length 


238 




% identity 


97 




NCBI DescriDtion 


Arabidopsis thaliana actin 8 


(ACT8) 


Seq. No. 


150780 




Seq. ID 


LIB3175-04 6-P1-K1-A12 




Method 


BLASTN 




NCBI GI 


g2245073 




BLAST score 


414 




E value 

J— J V UXUv 


0.0e+00 




LiaLUli 111 


426 




o lucin — l i~ y 


99 




NCBI Description 


Arabidopsis thaliana DNA chromosome 




fragment No 




Sea No 


150781 




Seq. ID 


LIB3175-046-P1-K1-A2 




Method 


BLASTX 




NCBI GI 


gll5767 




BLAST score 


398 




E value 


9.0e-39 




Match length 


80 




% identity 


96 





2.1.52) precursor - 



(ACT8) gene, complete cds 



ESSA I contig 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



150782 

LIB3175-046-P1-K1-A4 

BLASTN 

g2494110 

408 

0.0e+00 

420 

90 



19247 



NCBI Description Sequence of BAG T1G11 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 


150783 


Seq. ID 


LIB3175-046-P1-K1-A5 


Mprhnd 


BLASTX 


LH J— > J- VJ -L 


g498038 


RT.AST ^corp 

UUniJ -2- O \*r\J*L ^ 


400 


F valup 


6.0e-39 


M^TPh 1 pnrrth 

L JQ lCliy til 


142 


O ±UC11L±Lj 


51 


NCBI Description 


(L33792) lipid transfer protein [Senecio odorus] 


Sea No 


150784 


Seq. ID 


LIB3175-04 6-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4337189 


BLAST score 


725 


F va 1 

J_J V CI _1_ LJ. *s*> 


4 . Oe-77 


LI CL I— V-* 1 1 ±t>llU 1>11 


139 




98 




fAC006403} mutative calmodulin-bindina protein TArabidopsis 




thalianal 




1 50785 


Seq. ID 


LIB3175-046-P1-K1-A7 


Method 


BLASTX 


LNUD1 \JX 




DT 7\ QT 1 cr-«OT*<a 
DXlH.0 1 o LUI 65 


X X iJ 


E value 




M^"rr*n "! pntrrh 

lia l_ L>X1 JL C11U Ull 


88 








fAF05*31271 1 purine— rich receptor-like protein kinase TMalus 




domestical 


Seq. No. 


150786 


Seq. ID 


LIB3175-046-P1-K1-B1 


lie 1 1 \y 


BLASTX 


IN K^XJ X OX 


^2052379 

U 4. V Ji< J f J/ 


DLlfiOl OOUXO 


727 


F 'tra 1 no 

Hi V Ci _L LiC 


2 . Oe-77 




1*35 

X <J w> 




X \J VJ 


NPRT Dp^rri nt i on 


(U66343) calreticulin [Arabidopsis thaliana] 


oeq • 1NU . 




C q /-r T Pi 

beq. ID 


t tr^i 7^— n4f;-pi — if i -Ri n 

XjXIjJX/J UtD IT X i\X DiU 


Mpthori 


BLASTX 


NCBI GI 


g2129648 


BLAST score 


316 


E value 


3.0e-29 


Match length 


.69 


% identity 


52 


NCBI Description 


MYB-related protein 33, 3K - Arabidopsis thaliana 




>gi_1263095_emb_CAA90809_ (Z54136) MYB-related protein 




[Arabidopsis thaliana] 



19248 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150788 

LIB3175-046-P1-K1-B12 

BLASTX 

g4581116 

4 63 

2.0e-46 
121 
61 

(AC005825) 
thaliana] 



putative beta-galactosidase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



150789 

LIB3175-046-P1-K1-B2 

BLASTX 

gl465368 

316 

4.0e-29 

143 
57 

(X99548) bHLH protein [Arabidopsis thaliana] 
150790 

LIB3175-046-P1-K1-B4 

BLASTX 

g4586265 

506 

2.0e-51 

138 

73 

(AL049640) putative protein [Arabidopsis thaliana] 
150791 

LIB3175-046-P1-K1-B5 

BLASTX 

g267069 

572 

4.0e-59 

108 

98 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 

150792 

LIB3175-046-P1-K1-B6 

BLASTX 

g2462749 

362 

2.0e-34 

109 

65 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 

150793 

LIB3175-046-P1-K1-B8 



19249 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
-NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



BLASTX 

g3184100 

232 

3.0e-19 

72 

57 

(AL023777) 



rna binding protein [Schizosaccharomyces pombe] 



150794 

LIB3175-046-P1-K1-C1 

BLASTX 

g3929364 

455 

2.0e-45 

96 

91 

NADH-UBIQUINONE OXIDOREDUCTASE 23 KD SUBUNIT PRECURSOR 

(COMPLEX I-23KD) (CI-23KD) >gi_1076356_pir S52380 NADH 

dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 
>gi_666977_emb_CAA59061_ (X84318) NADH dehydrogenase 
[Arabidopsis thaliana] >gi_3152573 (AC002986) Match to 
NADH: ubiquinone oxidoreductase gb_X84318 from A. thaliana. 
ESTs gb_Z27005, gb_T04711, gb_T45078 and gb_Z28689 come 
from this gene. [Arabidopsis thaliana] 

150795 

LIB3175-04 6-P1-K1-C2 

BLASTX 

g2218152 

77 

1.0e-65 

131 

91 

(AF005279) type Ilia membrane protein cp-wapl3 [Vigna 
unguiculata] 

150796 

LIB3175-046-P1-K1-C3 
BLASTN 
-g2281648 
140 

8.0e-73 

140 

100 

Arabidopsis thaliana AP2 domain containing protein RAP2.12 
mRNA, partial cds 

150797 

LIB3175-04 6-P1-K1-C4 

BLASTX 

g2723477 

203 

7.0e-16 

45 

96 

(D89824) GTP-binding protein [Arabidopsis thaliana] 



19250 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150798 

LIB3175-046-P1-K1-C5 

BLASTX 

g2252857 

276 

9.0e-25 

63 

94 

(AF013294) similar to acidic ribosomal protein pi 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150799 

LIB3175-046-P1-K1-C6 

BLASTX 

gl351272 

95 

9.0e-58 

140 
87 

TRIOSEPHOSPHATE I SOME RASE, CYTOSOLIC (TIM) >gi_414550 
(U02949) cytosolic triose phosphate isomerase [Arabidopsis 

thaliana] >gi_742408_prf 2009415A triose phosphate 

isomerase [Arabidopsis thaliana] 



Seq. No. 


150800 


Seq. ID 


LIB3175-04 6-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3928134 


BLAST score 


474 


E value 


1.0e-47 


Match length 


130 


% identity 


45 


NCBI Description 


(AJ130956) annexin P38 [Caps: 


Seq. No. 


150801 


Seq. ID 


LIB3175-046-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2497886 


BLAST score 


300 


E value 


3.0e-27 


Match length 


54 


% identity 


100 


NCBI Description 


METALLOTHIONEIN-LIKE PROTEIN 



(MT-2B) 

>gi_1361999_pir S57862 metallothionein 2b - Arabidopsis 

thaliana >gi_1086463 (U11256) metallothionein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150802 

LIB3175-04 6-P1-K1-C9 

BLASTX 

g4522012 

403 

8.0e-45 

131 

68 

(AC007069) hypothetical protein [Arabidopsis thaliana] 



19251 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150803 

LIB3175-046-P1-K1-D1 

BLASTX 

gl351272 

562 

6.0e-58 

129 

87 

TRIOSEPHOSPHATE I SOME RASE, CYTOSOLIC (TIM) >gi_414550 
(U02949) cytosolic triose phosphate isomerase [Arabidopsis 

thaliana] >gi_742408_prf 2009415A triose phosphate 

isomerase [Arabidopsis thaliana] 





150804 




Seq. ID 


LIB3175-046- 


■Pl-Kl- 


Method 


BLASTX 




NCBI GI 


g21913 




BLAST score 


213 




E value 


5.0e-17 




Match length 


88 




% identity 


44 




NCBI Description 


(X62626) vicilin 


Seq. No. 


150805 




Seq. ID 


LIB3175-046- 


-Pl-Kl 


Method 


BLASTN 




NCBI GI 


g4220636 




BLAST score 


331 




E value 


0.0e+00 




Match length 


400 




% identity 


95 




NCBI Description 


Arabidopsis 


thali 



MFB16, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150806 

LIB3175-046-P1-K1-D2 

BLASTN 

g2351068 

80 

2.0e-37 

116 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRH10, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150807 

LIB3175-046-P1-K1-D3 

BLASTX 

g4006834 

554 

4.0e-57 
108 
100 

(AC005970) 
thaliana] 



enoyl-ACP reductase (enr-A) [Arabidopsis 



Seq. No. 



150808 



19252 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-046-P1-K1-D4 

BLASTX 

g!737218 

386 

3.0e-37 

73 
100 

(U79959) vacuolar sorting receptor homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150809 

LIB3175-046-P1-K1-D5 

BLASTX 

g2887500 

287 

1.0e-25 

60 

87 

(AC002339) putative AP2 domain-containing protein 
[Arabidopsis thaliana] 

150810 

LIB3175-046-P1-K1-D6 

BLASTX 

g2388578 

718 

3.0e-76 

144 

100 

(AC000098) Similar to Mycobacterium RlpF (gb_Z84395) 
gb_T75785, gb_R30580, gb_T04698 come from this gene. 
[Arabidopsis thaliana] 



ESTs 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150811 

LIB3175-046-P1-K1-D7 

BLASTX 

g3335365 

595 

8.0e-62 
145 
83 

(AC003028) 
thaliana] 



high affinity calcium antiporter [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150812 

LIB3175-046-P1-K1-D8 

BLASTN 

g3449321 

223 

1.0e-122 

366 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTG10, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 



150813 

LIB3175-046-P1-K1-D9 



19253 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl710581 

491 

9.0e-50 

105 

91 

60S RIBOSOMAL PROTEIN L9 >gi_2129720_pir S71255 ribosomal 

protein L9 - Arabidopsis thaliana >giJL107489_emb_CAA63024_ 
(X91958) 60S ribosomal protein L9 [Arabidopsis thaliana] 



uc^. IN U * 


150814 




LIB3175-046-P1-K1-E1 




BLASTX 


MPOT (IT 


a4519671 


BLAST score 


251 


E value 


2.0e-21 


Match length 


so 

0 U 


% identity 


DO 


NCBI Description 




Seq. No. 


IjUCSIO 


Seq. ID 


T TR^1 7 R— 04 fi-Pl — K1 -F.I 0 


Method 


BLASTN 


NCBI GI 


g3402745 


BLAST score 


155 


E value 


1.0e-81 


Match length 


341 


% identity 


100 


NCBI Description 


Arabidopsis thaliana DNA 




(ESSAII project) 


Seq. No. 


150816 


Seq. ID 


LIB3175-046-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2829899 


BLAST score 


162 


E value 


2.0e-ll 



Match length 

% identity 

NCBI Description 



50 
66 



(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and majorttlatex protein, 
gp_X91961_11074 95 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150817 

LIB3175-046-P1-K1-E12 

BLASTX 

g417073 

546 

4.0e-56 

120 

86 

GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 

>gi 484529__pir JQ1977 glutamate synthase (NADH) (EC 

1.471.14) - alfalfa >gi_166412 (L01660) NADH -glutamate 
synthase [Medicago sativa] 



Seq. No. 



150818 



19254 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-04 6-P1-K1-E2 

BLASTN 

g2760165 

53 

4.0e-21 

161 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAC9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150819 

LIB3175-04 6-P1-K1-E3 

BLASTX 

g3913518 

358 

4.0e-34 

77 

97 

3 f (2 1 ) , 5 ' -BISPHOSPHATE NUCLEOTIDASE 

(3 1 (2* ) , 5-BISPHOSPHONUCLEOSIDE 3 1 (2 T ) -PHOSPHOHYDRQLASE) 
(DPNPASE) >gi_1103921 (U40433) 3 T (2 T ) , 5 ' -bisphosphate 
nucleotidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150820 

LIB3175-046-P1-K1-E4 

BLASTN 

g3860243 

268 

1.0e-149 

346 

99 

Arabidopsis thaliana chromosome II BAC F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150821 

LIB3175-04 6-P1-K1-E5 

BLASTX 

g3287679 

SOI 

3.0e-63 

137 

85 

(AC003979) T22J18.6 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150822 

LIB3175-046-P1-K1-E6 

BLASTX 

g2104957 

605 

5.0e-63 

112 

100 

(U96924) immunophilin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



150823 

LIB3175-046-P1-K1-E7 
BLASTN 



19255 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3985952 
46 

7.0e-17 

123 
83 

Arabidopsis thaliana genomic DNA f chromosome 3, 
MRC8, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150824 

LIB3175-046-P1-K1-E8 

BLASTX 

g3157924 

291 

3.0e-26 

56 

100 

(AC002131) Contains homology to extensin-like protein 
gb_D83227 from Populus nigra. ESTs gb_H76425, gb_T13883, 
gb_T45348, gb_H37743, gb_AA042634, gb_Z26960 and gb_Z25951 
come from this gene. There is a similar ORF on the 
opposite strand. [... >gi_4063707 (AF104327) extensin-like 
protein [Arabidopsis thaliana] 



Seq. No. 


150825 


Seq. ID 


LIB3175-046-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4741960 


BLAST score 


769 


E value 


3.0e-82 


Match length 


141 


% identity 


99 


NCBI Description 


(AF134130) Lhcb6 protein [Arabidopsis thaliana] 


Seq. No. 


150826 


Seq. ID 


LIB3175-04 6-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4589398 


BLAST score 


394 


E value 


3.0e-38 


Match length 


86 


% identity 


81 


NCBI Description 


(D89972) asparaginyl endopeptidase (VmPE-lA) [Vigna mungo] 


Seq. No. 


150827 


Seq. ID 


LIB3175-046-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g4732123 


BLAST score 


331 


E value 


3.0e-34 


Match length 


93 


% identity 


83 


NCBI Description 


(AF129087) mitogen-activated protein kinase homologue 




[Medicago sativa] 


Seq. No. 


150828 


Seq. ID 


LIB3175-046-P1-K1-F12 


Method 


BLASTX 



19256 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2738248 
196 

1.0e-15 

46 
89 

(U97200) cobalamin- independent methionine synthase 
[Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



150829 

LIB3175-046-P1-K1-F2 

BLASTN 

gl865682 

240 

1.0e-132 

404 

95 

A. thaliana 16 kb chromosome 



1 DNA fragment 



150830 

LIB3175-046-P1-K1-F4 

BLASTX 

g3176874 

249 

7.0e-22 

56 

91 

(AF065639) cucumi sin- like serine protease [Arabidopsis 
thaliana] 

150831 

LIB3175-046-P1-K1-F5 

BLASTX 

g2623295 

252 

1.0e-21 

68 
71 

(AC002409) hypothetical protein [Arabidopsis thaliana] 
150832 

LIB3175-046-P1-K1-F6 

BLASTN 

g2245031 

412 

0.0e+00 

433 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

-150833 

LIB3175-046-P1-K1-F8 

BLASTX 

g2245144 

265 

2.0e-23 
63 



19257 



% identity 81 

NCBI Description (Y10846) O-acetylserine (thiol) lyase [Brassxca juncea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150834 

LIB3175-046-P1-K1-F9 

BLASTX 

g3860420 

208 

2.0e-16 

53 
75 

(AJ011047) exo galactanase [Lupinus angustif olius] 
150835 

LIB3175-046-P1-K1-G11 

BLASTN 

g4263774 

52 

2.0e-20 

132 ^ 
8 9 

Arabidopsis thaliana chromosome II BAC T20F21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


150836 


Seq. ID 


LIB3175-046- 


Method 


BLASTX 


NCBI GI 


g3953473 


BLAST score 


608 


E value 


2.0e-63 


Match length 


123 


% identity 


100 


NCBI Description 


(AC002328) 1 


Seq. No. 


150837 


Seq. ID 


LIB3175-046- 


Method 


BLASTN 


NCBI GI 


g3785968 


BLAST score 


39 


E value 


5.0e-13 


Match length 


130 


% identity 


84 


NCBI Description 


Arabidopsis 




sequence, c< 


Seq. No. 


150838 


Seq. ID 


LIB3175-046- 


Method 


BLASTX 


NCBI GI 


g4538963 


BLAST score 


534 


E value 


1.0e-54 


Match length 


131 



-K1-G4 



% identity 

NCBI Description 



62 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD2877 6 . 1_AF134129_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 



19258 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150839 

LIB3175-046-P1-K1-G5 

BLASTX 

g4263711 

208 

2.0e-16 

45 

84 

(AC006223) putative CCR4-associated transcription factor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150840 

LIB3175-04 6-P1-K1-G6 

BLASTX 

g731529 

189 

3.0e-14 

127 

37 

HYPOTHETICAL 92.5 KD PROTEIN IN BEM2-NCB1 INTERGENIC REGION 

>gi_1077719_pir S50660 hypothetical protein YER157w - 

yeast (Saccharomyces cerevisiae) >gi_603397 (U18917) 
Yerl57wp [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150841 

LIB3175-046-P1-K1-G7 

BLASTN 

g4376087 

314 

1.0e-176 

428 

99 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I AP2 contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150842 

LIB3175-046-P1-K1-G8 

BLASTX 

g3928103 

481 

2.0e-48 
102 
94 

(AC005770) 
thaliana] 



putative water channel protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150843 

LIB3175-046-P1-K1-H10 

BLASTX 

gl708420 

349 

3.0e-33 

107 

72 

ISOFLAVONE REDUCTASE HOMOLOG P3 >gi_1361992_pir S57613 

isoflavonoid reductase homolog - Arabidopsis thaliana 
>gi_886432_emb_CAA89859_ (Z49777) isoflavonoid reductase 



19259 



homologue [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150844 

LIB3175-046-P1-K1-H11 

BLASTX 

gl22781 

183 

1.0e-13 

47 

68 

POTENTIAL HEME-BINDING PROTEIN PRECURSOR (ORF 229) 

>gi_82210_pir A05198 hypothetical protein 229 - common 

tobacco chloroplast >gi_11844_emb_CAA7 7364_ (Z00044) 

hypothetical protein [Nicotiana tabacum] 

>gi 225212_prf 1211235AT ORF 229 [Nicotiana tabacum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150845 

LIB3175-046-P1-K1-H12 

BLASTN 

g4544381 

65 

3.0e-28 

88 

100 

Arabidopsis thaliana chromosome II BAC F16F14 genomic 
sequence, complete sequence 

150846 

LIB3175-046-P1-K1-H3 

BLASTX 

gl351411 

144 

6.0e-25 

92 

61 

VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) (PROTEINASE B) 

>gi_1076553j?ir S49175 cysteine proteinase precursor - 

spring vetch >gi_2129906_pir S68984 cysteine proteinase 

precursor - spring vetch >gi_510358_emb__CAA84383_ (2134899] 
cysteine proteinase [Vicia sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150847 

LIB3175-046-P1-K1-H4 

BLASTX 

g4325346 

586 

9.0e-61 

134 

88 

(AF128393) similar to N-ethylmaleimide sensitive fusion 
proteins; contains similarity to ATPases (Pfam: PF00004, 
Score=307.7, E=1.4e-88n N=l) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



150848 

LIB3175-046-P1-K1-H5 

BLASTX 

g2842469 



19260 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



168 

9.0e-12 

80 
40 

(AL021747) hypothetical protein [Schizosaccharomyces pombe] 
150849 

LIB3175-046-P1-K1-H7 

BLASTX 

g2160135 

349 

5.0e-33 

91 

79 

(AC000375) Strong similarity to Arabidopsis 

gb_X91953 f F19K23. 1, F19K23. 15 . EST gb_ATTS0156 comes from 

this gene. [Arabidopsis thaliana] 

150850 

LIB3175-047-P1-K1-A5 

BLASTN 

g2842474 

46 

3.0e-17 

103 
83 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

150851 

LIB3175-047-P1-K1-A8 

BLASTN 

gl6375 

50 

2.0e-19 

169 

79 

A. thaliana gene {LHCP AB 140) for chlorophyll a/b binding 
protein 

150852 

LIB3175-047-P1-K1-B2 

BLASTX 

g2129672 

192 

8.0e-15 

89 
52 

photosystem II reaction center protein, 6. IK - Arabidopsis 
thaliana >gi_950023_emb_CAA62296_ (X907 69) component of 6.1 
kDa polypeptide of photosystem II reaction center 
[Arabidopsis thaliana] 

150853 

LIB3175-047-P1-K1-B6 

BLASTN 

g4559375 



19261 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164 

3.0e-87 

194 

96 

Arabidopsis thaliana chromosome II BAC F11C10 genomic 
sequence , complete sequence 



150854 

LIB3175-047-P1-K1-D11 

BLASTN 

g2564049 

50 

2.0e-19 

165 

78 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLE2, complete sequence [Arabidopsis thaliana] 



PI clone: 



150855 

LIB3175-047-P1-K1-D4 

BLASTN 

gll84164 

37 

1.0e-ll 

130 

78 

Arabidopsis thaliana syntaxin-related knolle mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



150856 

LIB3175-047-P1-K1-D6 

BLASTN 

g905390 

45 

1.0e-16 

141 

79 

Arabidopsis thaliana serine acetyltransf erase 
mRNA, complete cds 



(Sat-52) 



150857 

LIB3175-047-P1-K1-E2 

BLASTX 

g3342804 

107 

9.0e-18 

59 

75 

(AF061839) putative 6-phosphogluconate dehydrogenase [Zea 
mays] 

150858 

LIB3175-047-P1-K1-E3 

BLASTX 

g3548811 

218 

5.0e-18 



19262 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



86 
53 

(AC005313) kinetochore (SKPlp)-like protein [Arabidopsis 
thaliana] 

150859 

LIB3175-047-P1-K1-E4 

BLASTN 

g4159700 

58 

4.0e-24 

204 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1L20, complete sequence 



150860 

LIB3175-047-P1-K1-E7 

BLASTN 

g2961335 

44 

1.0e-15 

99 

83 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F1N20 



150861 

LIB3175-047-P1-K1-E8 

BLASTN 

g4220633 

161 

1.0e-85 

167 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K7J8, complete sequence [Arabidopsis thaliana] 



TAC clone: 



150862 

LIB3175-047-P1-K1-F10 

BLASTN 

g4490291 

155 

6.0e-82 

231 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17M5 
(ESSA project) 

150863 

LIB3175-047-P1-K1-F7 

BLASTX 

g2119046 

4 63 

2.0e-46 

101 

92 



19263 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



small nuclear ribonucleoprotein U1A - Arabidopsis thaliana 
>gi_1050430_emb_CAA90283_ (Z49991) UlsnRNP-specif ic protein 
[Arabidopsis thaliana] >gi_2529669 (AC002535) 
UlsnRNP-specific protein, U1A [Arabidopsis thaliana] 

150864 

LIB3175-047-P1-K1-F9 

BLASTX 

g4753655 

284 

1.0e-25 

80 

66 

(AL049751) pectate lyase like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150865 

LIB3175-047-P1-K1-G1 

BLASTN 

g4519192 

107 

4.0e-53 

206 
97 

Arabidopsis thaliana genomic DNA, 
MBK2 1 , complete sequence 



chromosome 3, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



150866 

LIB3175-047-P1-K1-G2 

BLASTX 

g3834312 

492 

6.0e-50 

114 

81 

(AC005679) Strong similarity to glycoprotein EP1 gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb_AA067487, gb_Z35737, gb_Z30815, 
gb_Z35350, gb_AA713171 / gb_AI100553 / gb_Z34248, 
gb_AA728536, gb_Z30816 an 

150867 

LIB3175-047-P1-K1-G6 

BLASTN 

g2245126 

45 

1.0e-16 
126 
81 

Arabidopsis thaliana 
fragment No 

150868 

LIB3175-047-P1-K1-G9 
BLASTX 
g4512675 
254 



DNA chromosome 4 f ESSA I contig 



19264 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-22 

63 

83 

(AC006931) putative citrate synthase [Arabidopsis thaliana] 
150869 

LIB3175-047-P1-K1-H1 

BLASTN 

g2924257 

65 

3.0e-28 

159 

43 

Tobacco chloroplast genome DNA 
150870 

LIB3175-047-P1-K1-H3 

BLASTN 

g4757403 

94 

2.0e-45 

303 
95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJL12, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150871 

LIB3175-048-P1-K1-A1 

BLASTX 

g2981620 

138 

7.0e-09 
27 
100 

(AB008856) 
thaliana] 



mutated 3-ketoacyl-CoA thiolase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150872 

LIB3175-048-P1-K1-A4 

BLASTN 

g4733984 

42 

7.0e-15 

60 

92 

Arabidopsis thaliana chromosome II BAC F1404 genomic 
sequence, complete sequence 

150873 

LIB3175-048-P1-K1-A5 

BLASTX 

g4056469 

348 

5.0e-33 

71 

99 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 



19265 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



factor from Arabidopsis thaliana. ESTs gb_Z25826, 

gb_R90191 / gb_N65697, gb_AA713150, gb_T46332, gb_AA040967 / 

gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 

150874 

LIB3175-048-P1-K1-A7 

BLASTN 

g2842474 

260 

1.0e-144 

295 
97 

Arabidopsis thaliana DNA chromosome 4, BAG clone F20O9 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150875 

LIB3175-048-P1-K1-A8 

BLASTN 

g4455262 

157 

3.0e-83 

181 

97 

Arabidopsis thaliana DNA chromosome 4, 
{ESSAII project) 

150876 

LIB3175-048-P1-K1-A9 

BLASTN 

g4584531 

163 

1.0e-86 

314 

96 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAG clone F17L22 



BAC clone T9E8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150877 

LIB3175-048-P1-K1-B1 

BLASTX 

g3319349 

176 

3.0e-13 

38 

95 

(AF077407) No definition line found [Arabidopsis thaliana] 
150878 

LIB3175-048-P1-K1-B10 

BLASTX 

g602764 

240 

8.0e-21 

51 

92 

(D43783) beta-amylase [Arabidopsis thaliana] 



19266 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ■ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_998369_bbs_163908 (S77076) beta- amylase {EC 3.2.1.2} 
[Arabidopsis thaliana=thale cress f Heynh., Peptide, 498 aa] 
[Arabidopsis thaliana] 

150879 

LIB3175-048-P1-K1-B11 

BLASTN 

g2618605 

113 

9.0e-57 

262 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUK11, complete sequence [Arabidopsis thaliana] 

150880 

LIB3175-048-P1-K1-B3 

BLASTX - 

gl20667 

275 

5.0e-41 

97 

89 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_l 66710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

150881 

LIB3175-048-P1-K1-B4 

BLASTX 

gl922944 

155 

7.0e-ll 

32 

100 

(AC000106) Strong similarity to Picea histone H2A 
(gb_X67819) . ESTs gb_ATTS3874, gb_T46627, gb_T14194 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



150882 

LIB3175-048-P1-K1-B5 

BLASTX 

g542157 

254 

2.0e-22 

62 

81 

ribosomal 5S RNA-binding protein 
150883 

LIB3175-048-P1-K1-B6 

BLASTX 

g3395425 



Rice 



19267 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



444 

2.0e-44 

96 

54 

(AC004683) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150884 

LIB3175-048-P1-K1-C1 

BLASTN 

g4662640 

275 

1.0e-153 

324 
25 

Arabidopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 



Seq. No. 


150885 




Seq. ID 


LIB3175-048-P1-K1- 


-C10 


Method 


BLASTX 




NCBI GI 


g557472 




oijAoi score 


163 




E value 


4.0e-ll 




Match length 


94 




% identity 


40 




NCBI Description 


(U15178) arabinosidase 


Seq. No. 


150886 




Seq. ID 


LIB3175-048-P1-K1- 


-C4 


Method 


BLASTN 




NCBI GI 


gl6363 




BLAST score 


32 




E value 


1.0e-08 




Match length 


96 




% identity 


82 




NCBI Description 


A. thaliana LhblB2 


gene 




binding protein 




Seq. No. 


150887 




Seq. ID 


LIB3175-048-P1-K1- 


-C5 


Method 


BLASTN 




NCBI GI 


g4522002 




BLAST score 


78 




E value 


4.0e-36 




Match length 


98 





% identity 

NCBI Description 



96 

Arabidopsis thaliana chromosome II BAC T23K3 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



150888 

LIB3175-048-P1-K1-C7 

BLASTX 

g399013 

444 

2.0e-44 
105 



19268 



II 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) {ANT 1) 

>gi_99658_pir S21313 ADP, ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA4 6518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

150889 

LIB3175-048-P1-K1-D1 

BLASTX 

gll5767 

295 

6.0e-27 

81 

74 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b' binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



150890 

LIB3175-048-P1-K1-D11 

BLASTX 

gll72635 

466 

5.0e-47 

97 

96 

26S PROTEASE REGULATORY SUBUNIT 4 
PROTEIN HOMOLOG 2) >gi_556558_dbj 



HOMOLOG (TAT-BINDING 
_BAA04615_ (D17789) rice 
homologue of Tat binding protein [Oryza sativa] 

150891 

LIB3175-048-P1-K1-D12 

BLASTN 

g2529657 

42 

1.0e-14 

135 

78 

Arabidopsis thaliana chromosome II BAC T30B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

150892 

LIB3175-048-P1-K1-D4 

BLASTN 

g4519192 

112 

4.0e-56 

334 

94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 



19269 



MBK21, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150893 

LIB3175-048-P1-K1-D6 

BLASTX 

g3913651 

227 

7.0e-19 

104 

46 

FERREDOXIN — NADP REDUCTASE, LEAF-TYPE ISOZYME PRECURSOR 
(FNR) >gi_2225993_emb_CAA74359_ (Y14032) 
ferredoxin — NADP( + ) reductase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150894 

LIB3175-048-P1-K1-D7 

BLASTX 

g2181180 

178 

4.0e-13 

91 

42 

(Z84377) xylosidase [Aspergillus niger] 
150895 

LIB3175-048-P1-K1-E1 

BLASTX 

g2832661 

265 

2.0e-23 

101 

59 

(AL021710) pherophorin - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150896 

LIB3175-048-P1-K1-E2 

BLASTN 

g4063730 

73 

2.0e-33 

119 

97 

Arabidopsis thaliana BAC F21J6 from chromosome V, 
containing KNAT3 and mapping near 60 . 5 cM, complete 
sequence [Arabidopsis thaliana] 

150897 

LIB3175-048-P1-K1-E5 

BLASTN 

g4454587 

39 

5.0e-13 

109 

89 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 



19270 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150898 

LIB3175-048-P1-K1-E8 

BLASTN 

g3785968 

163 

1.0e-86 

280 
97 

Arabidopsis thaliana chromosome II BAC F2I9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



150899 

LIB3175-048-P1-K1-F10 

BLASTN 

g2244950 

318 

1.0e-179 

341 

99 

Arabidopsis thaliana DNA 
fragment No 



chromosome 4, ESSA I contig 



Seq. Ho. 
Seq. ID 



150900 

LIB3175-048-P1-K1-F12 

BLASTN 

g472876 

52 

2.0e-20 

119 

82 

A. thaliana mRNA for plasma membrane intrinsic protein 2a 
150901 

LIB3175-048-P1-K1-F3 

BLASTN 

g2749918 

33 

6.0e-09 

124 

86 

Arabidopsis thaliana chromosome I BAC F3I6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

150902 

LIB3175-048-P1-K1-F4 

BLASTN 

g3327922 

60 

2.0e-25 

124 

84 

Arabidopsis thaliana chromosome II BAC T31E10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

150903 

LIB3175-048-P1-K1-F5 



19271 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2499610 

537 

4.0e-55 

120 

88 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 6 (MAP KINASE 6) 

(ATMPK6) >gi_629547_pir S40472 mitogen-activated protein 

kinase 6 (EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457404_dbj_BAA04869_ (D21842) MAP kinase [Arabidopsis 
thaliana] >gi_2281091 (AC002333) MAP Kinase 6 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150904 

LIB3175-048-P1-K1-F7 

BLASTN 

g3033373 

101 

1.0e-49 

309 

95 

Arabidopsis thaliana chromosome II BAC F19I3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


150905 


Seq. ID 


LIB3175-048-P1-K1-G1 


Method 


BLASTN 


NCBI GI 


g531378 


BLAST score 


58 


E value 


2.0e-24 


Match length 


149 


% identity 


81 


NCBI Description 


A. thaliana RCI1B mRNA 


Seq. No. 


150906 


Seq. ID 


LIB3175-048-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3983125 


BLAST score 


214 


E value 


9.0e-18 


Match length 


52 


% identity 


85 


NCBI Description 


(AF097648) phosphate/t 



precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150907 

LIB3175-048-P1-K1-H1 

BLASTN 

g4165340 

90 

4.0e-43 

266 

80 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



150908 



19272 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175--048-P1-K1-H2 

BLASTX 

g2119846 

526 

5.0e-54 

98 

99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150909 

LIB3175-048-P1-K1-H5 
BLASTN 

g2656031 ^ 
67 

2.0e-29 

139 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC20 



Seq. No. 


150910 


Seq. ID 


LIB3175-048-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3763932 


BLAST score 


333 


E value 


3.0e-31 


Match length 


94 


% identity 


66 


NCBI Description 


(AC004450) putative prote 


Seq. No. 


150911 


Seq. ID 


LIB3175--049-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


g4376087 


BLAST score 


65 


E value 


3.0e-28 


Match length 


153 


% identity 


82 


NCBI Description 


Arabidopsis thaliana DNA 




fragment No 


Seq. No. 


150912 


Seq. ID 


LIB3175-049-P1-K1-A12 


Method 


BLASTN 


NCBI GI 


g4467094 


BLAST score 


39 


E value 


5.0e-13 


Match length 


117 


% identity 


78 


NCBI Description 


Arabidopsis thaliana DNA 




(ESSA project) 



F20D10 



19273 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150913 

LIB3175-049-P1-K1-A2 

BLASTX 

g2832717 

470 

3.0e-47 

118 

75 

(AJ003114) alkaline/neutral invertase [Lolium temulentura] 
150914 

LIB3175-04 9-P1-K1-A3 

BLASTX 

gl345595 

386 

2.0e-37 

110 

62 

14-3-3-LIKE PROTEIN GF14 LAMBDA (14-3-3-LIKE PROTEIN AFT1) 

>gi_1084332_pir S53727 14-3-3-like protein (ATF1) - 

Arabidopsis thaliana >gi_953221 (U02565) 14-3-3-like 
protein 1 [Arabidopsis thaliana] >gi_154 9404 (U68545) GF14 
lambda [Arabidopsis thaliana] 

150915 

LIB3175-049-P1-K1-A6 

BLASTN 

g4454004 

318 

1.0e-179 

345 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F24A6 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150916 

LIB3175-049-P1-K1-A7 

BLASTN 

g4646229 

82 

2.0e-38 

209 

81 

Arabidopsis thaliana chromosome II BAC F27A10 genomic 
sequence, complete sequence 

150917 

LIB3175-049-P1-K1-B11 

BLASTN 

g4510338 

88 

6.0e-42 

259 
79 

Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence, complete sequence 



19274 



€1 





Seq. No, 


150918 




Seq. ID 


LIB3175-049-P1-K1-B3 




Method 


BLASTX 




NCBI GI 


g3915823 




BLAST score 


159 




E value 


3.0e-ll 




Match length 


30 




% identity 


100 




NCBI Description 


[Segment 1 of 2] -60S 




Seq. No, 


150919 




Seq. ID 


LIB3175-049-P1-K1-B5 




Method 


BLASTX 




NCBI GI 


g2306917 




BLAST score 


425 




E value 


4 .0e-42 




Match length 


96 




% identity 


86 




NCBI Description 


(AF003728) plasma mei 






thaliana] 


PI 


Seq. No. 


150920 




Seq. ID 


LIB3175-049-P1-K1-B6 




Method 


BLASTN 




NCBI GI 


g2924505 


x: 


BLAST score 


252 




E valup 

-1—1 V uxu^ 


1. 0e-139 




L Id L. ^11 J- v_. liy 1—11 


349 




% "i dpnt i 1~v 


96 




NCBI Description 


Arabidopsis thaliana 






(ESSAII nroiect) 




Seq. No. 


150921 




Seq. ID 


LIB3175-049-P1-K1-B9 




Method 


BLASTN 




NCBI GI 


gl628582 




BLAST score 


50 




E value 


3.0e-19 




Match length 


116 




% identity 


48 



NCBI Description 



Arabidopsis thaliana 12S cruciferin seed storage protein 
(ATCRU3) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150922 

LIB3175-049-P1-K1-C12 

BLASTN 

g2894557 

48 

4.0e-18 

119 

82 

Arabidopsis thaliana DNA chromosome 4, BAC clone T805 
(ESSAII project) 



Seq. No. 
Seq. ID 



150923 

LIB3175-049-P1-K1-D2 



19275 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4589427 

116 

1.0e-58 

136 
96 

Arabidopsis thaliana genomic DNA f chromosome 5, PI clone: 
MFG13, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150924 

LIB3175-04 9-P1-K1-D3 

BLASTX 

g2145358 

388 

8.0e-38 

95 

81 

(Y10922) HD-Zip protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150925 

LIB3175-049-P1-K1-E10 

BLASTX 

g2842477 

481 

1.0e-48 

111 
79 

(AL021749) 
thaliana] 



copper-binding protein-like [Arabidopsis 



Seq. No. 


150926 


Seq. ID 


LIB3175-049- 


Method 


BLASTN 


NCBI GI 


gl6446 


BLAST score 


38 


E value 


3.0e-12 


Match length 


151 


% identity 


85 


NCBI Description 


A. thaliana 


Seq. No. 


150927 


Seq. ID 


LIB3175-049 


Method 


BLASTN 


NCBI GI 


g3510343 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


132 


% identity 


81 


NCBI Description 


Arabidopsis 



-P1-K1-E11 



-F7 



MJC20, 



Seq'. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



150928 

LIB3175-04 9-P1-K1-F8 

BLASTN 

g4006885 

61 

6.0e-26 



19276 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



104 
87 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



150929 

LIB3175-049-P1-K1-G5 

BLASTN 

g2244991 

47 

2.0e-17 

182 

79 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



150930 

LIB3175-049-P1-K1-G8 

BLASTN 

g58298 

38 

2.0e-12 

154 
79 

Synthetic DNA for A. thaliana atslA leader spliced to 
B. thuringiensis CryIA{c) 



150931 

LIB3175-049-P1-K1-H11 

BLASTN 

g2924652 

74 

5.0e-34 

80 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K9L2, complete sequence [Arabidopsis thaliana] 



TAC clone 



150932 

LIB3175-049-P1-K1-H12 

BLASTX 

g99688 

299 

2.0e-27 

94 

67 

translation elongation factor eEF-1 alpha chain (gene A4) 
Arabidopsis thaliana >gi_29578 9_emb_CAA34456_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 

150933 

LIB3175-049-P1-K1-H3 

BLASTN 

g3250673 

46 

3.0e-17 
109 



19277 



NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone T16H5 
(ESSAII project) 

150934 

LIB3175-050-P1-K1-A11 
BLASTN 
g3309276 
63 

2.0e-27 
71 
97 

Arabidopsis thaliana BAC T26N6 from chromosome IV at 19.3 
cM, complete sequence 

Seq. No. 150935 

Seq. ID LIB3175-050-P1-K1-A2 

Method BLASTX 

NCBI GI gl527221 

BLAST score 576 

E value 3.0e-60 

Match length 114 

% identity 97 

NCBI Description (U68219) catalase [Brassica napus] 

Seq. No. 150936 

Seq. ID LIB3175-050-P1-K1-A3 

Method BLASTX 

NCBI GI g3451065 

BLAST score 530 

E value 2.0e-54 

Match length 104 

% identity 98 

NCBI Description (AL031326) water channel - like protein [Arabidopsis 
thaliana] 

Seq. No. 150937 

Seq. ID LIB3175-050-P1-K1-A9 

Method BLASTN 

NCBI GI g3849811 

BLAST score 174 

E value 2.0e-93 

Match length 178 

% identity 99 

NCBI Description Arabidopsis thaliana chromosome I BAC T2P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

Seq. No. 150938 

Seq. ID LIB3175-050-P1-K1-B6 

Method BLASTX 

NCBI GI gl076387 

BLAST score 439 

E value 1.0e-43 

Match length 100 

% identity 88 

NCBI Description protein kinase homolog - Arabidopsis thaliana 

>gi 717180 emb CAA55866_ (X79279) protein kinase homologous 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19278 



to shaggy and glycogen synthase kinase-3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150939 

LIB3175-050-P1-K1-C12 

BLASTN 

g4220638 

62 

9.0e-27 

85 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIF21, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150940 

LIB3175-050-P1-K1-C6 

BLASTN 

gl490552 

265 

1.0e-147 

284 
99 

Arabidopsis thaliana S-adenosylmethionine decarboxylase 
(SAMdc) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150941 

LIB3175-050-P1-K1-E11 

BLASTN 

g4519192 

62 

2.0e-26 

173 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MBK2 1 , complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150942 

LIB3175-050-P1-K1-E3 

BLASTN 

g2584827 

360 

0.0e+00 

453 

96 

Arabidopsis thaliana chromosome 1 BAC F12F1 
complete sequence [Arabidopsis thaliana] 



sequence. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150943 

LIB3175-050-P1-K1-E4 

BLASTX 

g3776559 

232 

7.0e-20 

58 

71 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 



19279 



gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150944 

LIB3175-050-P1-K1-E5 

BLASTX 

gll5480 

434 

3.0e-43 

88 

53 

CALMODULIN- 1 >gi_166649 
thaliana] 



(M38379) calmodulin-1 [Arabidopsis 



150945 

LIB3175-050-P1-K1-E6 

BLASTN 

g4199934 

167 

4.0e-89 

229 
95 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

150946 ' ; 

LIB3175-050-P1-K1-E8 

BLASTX 

g99699 

606 

3.0e-63 

116 

96 

glutamate — ammonia ligase (EC 6.3.1.2), cytosolic (clone 
lambdaAtgsrl) - Arabidopsis thaliana 

150947 

LIB3175-050-P1-K1-E9 

BLASTN 

g4757404 

73 

3.0e-33 

77 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLJ15, complete sequence 

150948 

LIB3175-050-P1-K1-F1 

BLASTN 

g4519193 

139 

4.0e-72 

448 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC11, complete sequence 



19280 



oeq • ino • 


X -J \J ■? *± -7 


oeq» lu 


JjlDJl / J U JU IT X I\X I. X V 




DXiriO J. A. 


NCBI GI 


gl778141 


BLAST score 


220 
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beq. ±l> 


LlDJl / O UjU C± 1\X CO 


Method 


BLASTX 


NCBI GI 


g553038 




0 6ft 


E value 


O.Uc ^"i 


iYtaucn xengi,n 




15 XU.eIi.LxLY 
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LIdjJ. / 3 UOU r x rvx r O 


Method 


■Dli/ibllN 


NCBI GI 


g4757405 


BLAST score 


75 


E value 




Match length 




% identity 


yo 


NCBI Description 


.tt.raJ3xQ.Op SIS Lllallana yeilOIlUC UvlM.f OX IX UILUJ lb (Jlllc IT X 




l v iuj±U/ coiupicue bequeiiGc 




150952 


Seq. ID 


LIB3175-050-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


gll75011 


BLAST score 


518 


E value 


5.0e-53 


Match length 


102 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

PLASMA MEMBRANE INTRINSIC PROTEIN IB (TRANSMEMBRANE PROTEIN 
A) (TMP-A) >gi_296085_emb_CAA48356_ (X68293) transmembrane 
protein [Arabidopsis thaliana] >gi_3386599 (AC004665) 
plasma membrane intrinsic protein IB [Arabidopsis thaliana] 

150953 

LIB3175-050-P1-K1-G12 

BLASTX 

g2618723 

87 

5.0e-41 

115 

82 

(U49073) IAA17 [Arabidopsis thaliana] >gi_2921756 
(AF040631) IAA17/AXR3 protein [Arabidopsis thaliana] 
>gi_4389514_gb_AAB70451_ (AC000104) Identical to 



19281 



Arabidopsis gb_AF040632 and gb_U4 9073 IAA17/AXR3 gene. ESTs 
gb_H36782 and gb_F14074 come front this gene. [Arabidopsis 
thaliana] 



Seq. No. 


150954 


beq. id 


T TR^1 7R — Pl^H — Pi — Kl —CO 
JjIDjJ. / J UJU Irl 3X-L 0^ 


Metnoa 


DT 7\Q TNT 


NCBI CjI 


rrA CQT HQ 


BLAST score 


1 D 4 


E value 


0 . ue 0 1 


Matcn lengtn 


z 4 1 


■5 iQenLii.y 




NCtJi Description 




Seq. No. 


150955 


beq. ID 


JjlrSOl / 0 UOU rl DlI uO 


Method 


t-jT TV O TV 


NCBI GI 


go4 UZ / 0 1 


blast ^rcore 


OU 4 


E value 


z . ue—oz 


Match lengtn 


1Z1 


% identity 


A fi 


NCBI Description 


(AL031187) putative protein [Arabidopsis thaliana] 


Seq. No. 


150956 


beq. ID 


T TT5"31 IR-A^A-DI — T^1 — Hi 9 
lilDOl / j UOU ri M alt 


Method 




NCBI GI 


golo42ol 


BLAST score 


A 1 Q 


E value 


0 ♦ ue-41 


Match length 


1 A "I 

lul 


% identity 


O 0 

\nUUUTlJD] putative CytQCIl.LU.lUc lr*±wfU LfilaJJiuupoio uiia.-L 


WOBI Description 


Seq. No. 


150957 


Seq. ID 


LIBol / 0-U0U-FI— Kl-nZ 


Method 


BLASTX 


NCBI GI 


-I yl (\COT3 

g!4 yoz /o 


BLAST score 


4oZ 


E value 


/ . ue-4 y 


Match length 


y/ 


% identity 


Q*7 


NCBI Description 


(ZidU/ozj sugar transporter [Araoiaopsis unananaj 


Seq. No. 


150958 


Seq. ID 


LIB3175-050-P1-K1-H4 


Method 


BLAbiA 






BLAST score 


632 


E value 


3.0e-66 


Match length 


125 


% identity 


99 


NCBI Description 


(AC006919) putative f ructose-bisphosphate aldolase, 




cytoplasmic [Arabidopsis thaliana] 


Seq. No. 


150959 


Seq. ID 


LIB3175-050-P1-K1-H6 



13282 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3522945 

325 

5.0e-32 

114 

71 

(AC004411) putative cytochrome P450 [Arabidopsis thaliana] 
150960 

LIB3175-050-P1-K1-H8 

BLASTN 

g2924730 

49 

1.0e-18 

65 
73 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPI7, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150961 

LIB3175-051-P1-K1-A11 

BLASTX 

g3176874 

480 

3.0e-63 
148 
89 

(AF065639) 
thaliana] 



cucumi sin- like serine protease [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150962 

LIB3175-051-P1-K1-A12 

BLASTN 

g3063438 

424 

0.0e+00 

459 

98 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150963 

LIB3175-051-P1-K1-A2 

BLASTN 

g3128134 

106 

1.0e-52 

272 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18G13, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



150964 

LIB3175-051-P1-K1-A3 

BLASTN 

g2182285 

346 



19283 



E value 
Match length 
% identity 
NCBI Description 



0. 0e+00 
411 

98 

Sequence of BAC F5I14 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150965 

LIB3175-051-P1-K1-A6 

BLASTN 

g3702735 

298 

1.0e-167 

373 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQL5, complete sequence [Arabidopsis thaliana] 



PI clone: 
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JNL/D-L yjl. 




DLiiio i score 


9^9 


TT 1 1 no 


3. Oe-19 


Ma -|- r'Vi 1 oti rr "h Vi 
I'lctu^— ii xciiy uii 


100 


x> J_<wi till l. _l L._y 


50 


NCBI Description 


(Y10489) putative cytochrome P450 


oeq. ino » 




beq. lu 


T TR^1 7R — 0R1 — P1 — K1 —Aft 
LIIjOI / J Ujj. cx Ixx rlo 


Me rnoa 


JDJ_iiiO 1 IN 


MPRT (ZT 
INV^DJ. ul 




nLt/ioi score 


1 A£ 


E value 


O flo— 76 




'i U J 


% identitv 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MCK7, complete sequence [Arabidops 


Seq. No. 


150968 


Seq. ID 


LIB3175-051-P1-K1-A9 


Method 


BLASTN 


NCBI GI 


g4589969 


BLAST score 


194 


E value 


1.0e-105 


Match length 


454 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II 




sequence, complete sequence 


Seq. No. 


150969 


Seq. ID 


LIB3175-051-P1-K1-B1 


Method 


BLASTN 


NCBI GI 


g2570223 


BLAST score 


43 


E value 


5.0e-15 


Match length 


107 


% identity 


90 



PI clone: 



19284 



NCBI Description Arabidopsis tha liana chromosome 1 BAG F20D22 sequence , 
complete sequence [Arabidopsis thaliana] 



Seq. No. 


150970 


Seq. ID 


LIB3175-051-P1-K1-B11 


ft/Tri 4- V\ /-\ 


OJ_in.O -L /\ 






Dixrio i score 




I— i v Q.J- UC 


1.0e-54 


L v ia -LtJlly Lll 


ij / 




74 




( AFO 67 Q 61 ) hnmpodnTnai n nrotein TMalus domestical 


OcU] • 1NU . 




Seq. ID 


LIB3175-051-P1-K1-B12 


Method 


BLASTN 


MfDT PT 

IN^Dl ul 


yiuoo djo 






E value 


u . uetuu 


ixiaucn iengr.n 


A'] A 

414 


% identity 




NCBI Description 


/iraoiQopsis Tinanana cnroiuosoiue 11 izol v i^.i ycxiuiuxo 




sequence r compieLc sequence ["i^^i^^iV^^- 13 Liictxj.aiia.j 


beq. mo. 


iou y i £ 


Seq. ID 


LIB3175-051-P1-K1-B3 


Method 


BLASTX 




<^ t ± DO i7 JO D 


JdJ-iAoI score 


ODD 


E value 


1 . U6 jj 




J- O C7 


% identity 


OD 


NCBI Description 


Ifirioy^Dd; pno Losystsiii 1 reaction center bujjuii-Li, 




radiata] 


oeq. djo. 




Seq. ID 


LIB3175-051-P1-K1-B4 


Method 


BLASTX 


NLdI IjI 


gjlO / ^iO 


biiAbi score 


1 A 1 


E value 


4 . ue*-uy 


jyiar.cn iengr.n 




-6 identity 


DO 


NCBI Description 


(Acuuzioi) biitiiiar to tumaryiacetoacetate nyaroiase, 




rrH T.4 1 £7 fl "Ft Am Fttipt^i ppI 1 a rii Hnl ^n«! fAT'aV'ii HnnQ i t h 3 1 


Seq. No. 


150974 


Seq. ID 


LIB3175-051-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


gll71059 


BLAST score 


156 


E value 


2.0e-10 


Match length 


29 



[Vigna 



% identity 

NCBI Description 



93 

METALLOTH IONE IN-LI KE PROTEIN 1A (MT-1A) (MT-Q) 

>gi_1361995__pir S57858 metallothionein la - Arabidopsis 

thaliana >gi_555978 (U15130) metallothionein-like protein 



19285 



[Arabidopsis thaliana] >gi_1086457 (U11253) metallothionein 

[Arabidopsis thaliana] >gi_1580893__prf 2116236B 

metallothionein 2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150975 

LIB3175-051-P1-K1-B7 

BLASTX 

g2194132 

246 

7.0e-21 

80 
33 

(AC002062) No definition line found [Arabidopsis thaliana] 
150976 

LIB3175-051-P1-K1-B9 

BLASTN 

g3128142 

380 

0.0e+00 

445 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQN23, complete sequence [Arabidopsis thaliana] 



Seq. No. 


150977 


Seq, ID 


LIB3175-051-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g3329368 


BLAST score 


451 


E value 


3.0e-47 


Match length 


106 


% identity 


92 


NCBI Description 


(AF031244) nodulin-like protein 


Seq. No. 


150978 


Seq. ID 


LIB3175-051-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3892050 


BLAST score 


393 


E value 


4.0e-38 


Match length 


112 


% identity 


68 


NCBI Description 


(AC002330) hypothetical protein 


Seq. No. 


150979 


Seq. ID 


LIB3175-051-P1-K1-C4 


Method 


BLASTN 


NCBI GI 


g2088638 


BLAST score 


156 


E value 


2.0e-82 


Match length 


280 


% identity 


89 


NCBI Description 


Arabidopsis thaliana chromosome 



sequence, 



Seq. No. 



150980 



19286 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E - value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-051-P1-K1-C5 

BLASTX 

g4585882 

110 

2.0e-30 

88 
78 

(AC005850) PSI type III 
[Arabidopsis thaliana] 



chlorophyll a/b-binding protein 



150981 

LIB3175-051-P1-K1-C6 

BLASTN 

g3702735 

346 

0.0e+00 

434 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQL5, complete sequence [Arabidopsis thaliana] 

150982 

LIB3175-051-P1-K1-C7 

BLASTX 

g2129659 

477 

6.0e-48 

142 

72 

oleosin, isoform 2 IK - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] 

150983 

LIB3175-051-P1-K1-C8 

BLASTX 

g510880 

395 

2.0e-38 

138 

57 

(X80067) putative aspartic protease [Brassica oleracea] 
150984 

LIB3175-051-P1-K1-C9 

BLASTX 

gl35627 

333 

4.0e-31 

66 

100 

TRANSCRIPTION INITIATION FACTOR TFIID-2 (TATA-BOX FACTOR 2) 
(TATA SEQUENCE-BINDING PROTEIN 2) (TBP-2) 

>gi_99764_pir S10945 transcription initiation factor IID 

(clone At-1) - Arabidopsis thaliana >giJL6546_emb_CAA38742_ 
(X54995) transcription initiation factor II [Arabidopsis 
thaliana] >gi_4204264 (AC005223) 43453 [Arabidopsis 
thaliana] >gi_227073_prf 1613452A transcription initiation 



19287 



factor TFIID-1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150985 

LIB3175-051-P1-K1-D10 

BLASTX 

g4033469 

405 

1.0e-48 

129 

59 

ARGININE/SERINE-RICH SPLICING FACTOR RSP41 
>gi_1707370_emb_CAA67799_ (X99436) splicing factor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150986 

LIB3175-051-P1-K1-D3 

BLASTN 

g4455168 

253 

1.0e-140 

455 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F10M10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150987 

LIB3175-051-P1-K1-D4 

BLASTN 

g4713943 

427 

0.0e+00 

443 

99 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T8K14 sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150988 

LIB3175-051-P1-K1-D5 

BLASTN 

g4159701 

348 

0.0e+00 

453 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K22G18, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150989 

LIB3175-051-P1-K1-D7 

BLASTX 

g4580394 

254 ' 

8.0e-22 

107 

43 

(AC007171) putative fatty acid elongase [Arabidopsis 
thaliana] 



19288 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150990 

LIB3175-051-P1-K1-D9 

BLASTX 

g730526 

644 

2.0e-67 

132 

95 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] . 



Seq. No. 


150991 


Seq. ID 


LIB3175-051-P1-K1-E11 




BLASTX 


MpDT (IT 


ZJ O Z* ZT I 


DJ_irlO X DUUIC 


226 


Hi V CL -L UC 


1. Oe-18 


lXlcil- Oil ±t5iiyull 


96 


t5 laenT-ity 


Al 

e i I 


NCBI Description 


(AE000749) hypothetical prote 


Seq. No. 


150992 


Seq. ID 


LIB3175-051-P1-K1-E12 


Method 


BLASTN 


NCBI GI 


g4519192 


BLAST score 


223 


E value 


1.0e-122 


Match length 


400 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic 




MBK21, complete sequence 


Seq. No. 


150993 


Seq. ID 


LIB3175-051-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl931640 


BLAST score 


158 


E value 


1.0e-10 


Match length 


98 



% identity 

NCBI Description 



53 

(U95973) Serine carboxypeptidase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150994 

LIB3175-051-P1-K1-E5 

BLASTX 

g3639089 

741 

6.0e-79 

151 

94 

(AF090445) phospholipase Dl [Brassica oleracea] 
>gi_4324969_gb_AAD17208_ (AF113918) phospholipase Dl 
[Brassica oleracea var. capitata] 



19289 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



150995 

LIB3175-051-P1-K1-E6 

BLASTN 

g972928 

210 

1.0e-114 

353 

92 

Arabidopsis thaliana IAA13 



(IAA13) gene, complete cds 



150996 

LIB3175-051-P1-K1-E7 

BLASTX 

g4586109 

423 

9.0e-42 

79 

100 

(AL04 9638) putative protein [Arabidopsis thaliana] 
150997 

LIB3175-051-P1-K1-E8 

BLASTX 

g2791834 

455 

2.0e-47 

104 

95 

(AF041463) elongation factor 1-alpha [Manihot esculenta] 
150998 

LIB3175-051-P1-K1-E9 

BLASTX 

g4417280 

689 

8.0e-73 

143 

97 

(AC007019) putative ATP synthase [Arabidopsis thaliana] 
150999 

LIB3175-051-P1-K1-F10 

BLASTX 

gl346520 

372 

1.0e-42 

101 

90 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) 

>gi_790978_emb_CAA56590_ (X80362) S-adenosyl-L-methionine 
synthetase [Brassica juncea] 

151000 

LIB3175-051-P1-K1-F11 
BLASTN 



19290 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4662640 
406 

0.0e+00 

430 

99 

Arabidopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 

151001 

LIB3175-051-P1-K1-F12 

BLASTX 

gl31360 

201 

2.0e-15 

40 

100 

PHOTOSYSTEM II 4 KD REACTION CENTRE PROTEIN PRECURSOR 

>gi_81727_pir S02115 photosystem II protein psbK precursor 

- white mustard chloroplast >gi_12209_emb_CAA31909_ 
(X13558) K preprotein (AA -24 to 37} [Sinapis alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151002 

LIB3175-051-P1-K1-F2 

BLASTX 

g3193316 

119 

2.0e-59 

149 

85 

(AF069299) 
epimerases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151003 

LIB3175-051-P1-K1-F3 

BLASTX 

g2341035 

319 

2.0e-29 

61 

95 

(AC000104) Match to Arabidopsis photolysase (PHH1) gene 
(gb_X99061) and cryptochrome 2 apoprotein (CRY2) 
(gb_U43397) . ESTs gb_W43661 and gb_Z25638 come from this 
gene. [Arabidopsis thaliana] 

151004 

LIB3175-051-P1-K1-F4 

BLASTN 

g4519192 

79 

2.0e-36 

229 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MBK21, complete sequence 



Seq. No. 



151005 



19291 



Seq. ID 


LIB3175-051-P1-K1-F5 


Method 


BLAST N 


NCBI GI 


g3449321 


BLAST score 


371 


E value 


0.0e+00 


M^lr'h 1 pnn+h 

L id L- <^ 1 1 _l_ 11 y Oil 


431 


O lUClltlUJf 


97 


TJPRT Hpc; rri r»+" i on 


SraK-i Hori^ i 1~ha"l"iana. pronoun i c DNA oh yomo qotup S Pi r* 1 on p 




MTG1 0 . p ottid 1 p 1~ p ^^mi^nrp r ATabidoDS thLalianal 

Lil \J -L W # kp^ V_/±LLKy -L. ^ ^ V-4 LX. wllW * 1 Xl«l» V_XX_/ X, ^XV L/ <X, O L> 1 Jl <-_X .X. _U» CXI 1U J - 


ij w \J • ll W • 


151006 

I^IV vU 


Seq. ID 


LIB3175-051-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4580392 


BLAST score 


452 


R va 1 hp 


3 . Oe-45 


Ma'ir'h 1 on cr\~ h 

_l_ ~± IiJ L-ll 


112 






NCBI Dpscrintion 


(AC0071711 hvDot hetical nrotein fArafoido'Dsi.s thalianal 


Sprr No 


151007 


Seq, ID 


LIB3175-051-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl076316 


BLAST score 


184 


E value 


1.0e-15 


Match length 


61 


& "1 /Hon "f~ T "J-\7 




Mf'R T Docrri t"\"I~ -i nn 


HTonrrh^ — t nHnnorl nro^oi n FiHIQ — fir'ahi Hnnc i c i"ha 1 n ana 

\JLj- {J U.y 1 1 U XIMUOCU piULCXIi L/X X Zs r\±. ClUX O X O Uii<iXXCt.liCl 




•^yi 40 JllU ciilLU V^rtri. J J JjCI / O Jul y LJX X .7 L"X diJlUUpDJ.o 




f hal "i anal 




1 SI 008 


Seq. ID 


LIB3175-051-P1-K1-F9 


Method 


BLASTN 


NCBI GI 


a4159706 


BLAST score 


60 


E value 


5.0e-26 


Mat phi 1 pncrth 


60 




100 




At" a nil H oti "i c -(- K a 1 nana rfAnomi c flNTA r*n yomocsomp ^ PI pi onp 

nxaJJXUUpDlu LliaXXailCl y Cil'w'lLlX XVlNiT. / V^llX WILIWO WILLC J ^ 47 X. LXU11C 








1 00Q 


Sea ID 


LIB3175-051-P1-K1-G1 


Method 


BLASTN 

XV I, jnu X. L^i 


NCBI GI 


a4335711 


BLAST score 


277 


E value 


1.0e-154 


Ma i~ Vl 1 Dnrrt"Vi 
LlatvU XCiiy 


?89 


O lUCllLXLy 




ln^di uescripLion 


jrt.raDia.ops is unaiiana cnroiriosoiue n dh^ ljkjj-o genoiuiic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


151010 


Seq. ID 


LIB3175-051-P1-K1-G10 


Method 


BLASTX 



19292 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3193285 
570 

7.0e-59 

131 

82 

(AF069298) 



T14P8.18 gene product [Arabidopsis thaliana] 



151011 

LIB3175-051-P1-K1-G11 

BLASTX 

g2494112 

801 

6.0e-86 

152 

99 

(AC002376) Match to Arabidopsis ATHKCP (gb_L40948) . ESTs 
gb_ATTS0764, gb_R90646, gb_AA389809 / gb_ATTS2615 come from 
this gene. [Arabidopsis thaliana] >gi_3126868 (AF061570) 
potassium channel beta subunit homolog [Arabidopsis 
thaliana] 

151012 

LIB3175-051-P1-K1-G12 

BLASTN 

g4757409 

116 

2.0e-58 

464 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVC8, complete sequence 

151013 

LIB3175-051-P1-K1-G5 

BLASTX 

gl709804 

458 

9.0e-46 

136 

63 

26S PROTEASE REGULATORY SUBUNIT S10B (P44) (CONSERVED 
AT PAS E DOMAIN PROTEIN 44) >gi__1045497 (U36395) conserved 
ATPase domain protein 44 [Spermophilus tridecemlineatus] 
>gi_2213932 (AF006305) 26S proteasome regulatory subunit 
[Homo sapiens] 

151014 

LIB3175-051-P1-K1-G7 

BLASTN 

g2924728 

118 

1.0e-59 

457 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXH1, complete sequence [Arabidopsis thaliana] 



19293 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151015 

LIB3175-051-P1-K1-G8 

BLASTN 

g2351073 

213 

1.0e-116 

431 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYJ24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151016 

LIB3175-051-P1-K1-G9 

BLASTN 

g 4454447 

379 

0.0e+00 

439 

97 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151017 

LIB3175-051-P1-K1-H10 

BLASTX 

g2119846^ 

729 

2.0e-77 

141 

98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb__CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151018 

LIB3175-051-P1-K1-H11 

BLASTX 

g2760320 

599 

3. 0e-62 

127 

94 

(AC002130) F1N21.4 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151019 

LIB3175-051-P1-K1-H12 

BLASTN 

g2656029 

180 

1.0e-96 

421 
75 

Arabidopsis thaliana genomic DNA, 



chromosome 5, PI clone: 



19294 



# 



MQB2 



Seq. No. 


151020 


Seq. ID 


LIB3175-051-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2494113 


BLAST score 


323 


E value 


4.0e-30 


Match length 


108 


% identity 


56 


NCBI Description 


(AC002376) Strong similarity to Musa pectate lyase 




(gb X92943) . ESTs gb AA042458, gb_ATTS4502, gb_N38552 < 




from this gene. [Arabidopsis thaliana] 


Seq. No. 


151021 


Seq. ID 


LIB3175-051-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4191783 


BLAST score 


206 


E value 


3.0e-16 


Match length 


131 


% identity 


44 


NCBI Description 


(AC005917) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


151022 


Seq. ID 


LIB3175-052-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3953465 


BLAST score 


450 


E value 


8.0e-45 


Match length 


110 


% identity 


86 


NCBI Description 


(AC002328) F20N2.10 [Arabidopsis thaliana] 


Seq. No. 


151023 


Seq. ID 


LIB3175-052-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


g511080 


BLAST score 


260 


E value 


l,0e-144 


Match length 


260 


% identity 


100 


NCBI Description 


A. thaliana HEM15 mRNA for f errochelatase 


Seq. No. 


151024 


Seq. ID 


LIB3175-052-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g282865 


BLAST score 


635 


E value 


2.0e-66 


Match length 


128 


% identity 


70 


NCBI Description 


chlorophyll a/b-binding protein - Arabidopsis thaliana 



>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi__4678304_emb_CAB41095.1_ (AL049655) chlorophyll 




19295 



a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151025 

LIB3175-052-P1-K1-A12 

BLASTX 

g4585993 

162 

5.0e-ll 

40 

75 

(AC005287) Similar to serine/threonine kinases [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151026 

LIB3175-052-P1-K1-A6 

BLASTN 

g431259 

43 

5.0e-15 

109 

83 

Arabidopsis thaliana 16kDa ubiquitin conjugating enzyme 
(UBC1) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151027 

LIB3175-052-P1-K1-A8 

BLASTN 

g2335089 

61 

2.0e-26 

92 

89 

Arabidopsis thaliana chromosome II BAC T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151028 

LIB3175-052-P1-K1-B1 

BLASTN 

g2281081 

244 

1.0e-135 

454 

99 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151029 

LIB3175-052-P1-K1-B10 

BLASTX 

g4586265 

549 

2.0e-56 

126 

80 

(AL049640) putative protein [Arabidopsis thaliana] 



Seq. No. 



151030 



19296 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-052-P1-K1-B12 

BLASTX 

g4039152 

212 

6.0e-17 

44 

93 

(AF104221) low temperature and salt responsive protein 
LTI6B [Arabidopsis thaliana] >gi_4 325219__gb_AAD17303_ 
(AF122006) hydrophobic protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



151031 

LIB3175-052-P1-K1-B3 

BLASTN 

g3985957 





obAbi score 






E value 


o . Ue-lo 




Match length 


82 




•6 identity 


yo 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome , 






MYN8/ complete sequence [Arabidopsis thaliana 




Seq. No. 


lolU J 2 




Seq. ID 


LIB3175-052-P1-K1-B7 




Method 


BLASTX 


\J3 


NCBI GI 


g4Qo6oOD 




BLAST score 


610 




E value 


1 . Oe-63 


i ~ 


Match length 






% identity 


98 


y s 


NCBI Description 


(AC005896) nodulin-like protein [Arabidopsis 




Seq. No. 


lolUoo 




Seq. ID 


LIB3175-052-P1-K1-B8 


u 


Method 


BLASTX 


issr. 


NCBI GI 


gll5783 




rsiiAbi score 






E value 


8.0e-66 




Match length 


119 




% identity 


99 




NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE 




(CAB-140) (LHCP) >gi 16376 emb CAA27543 (X03 






chlorophyll a/b binding protein (LHCP AB 140) 






thaliana] 




Seq. No. 


151034 




Seq. ID 


LIB3175-052-P1-K1-B9 




Method 


BLASTN 




NCBI GI 


gl6174 




BLAST score 


51 




E value 


8.0e-20 




Match length 


212 




% identity 


76 




NCBI Description 


A. thaliana ANT1 mRNA for adenylate translocat 




Seq. No. 


151035 




Seq. ID 


LIB3175-052-P1-K1-C1 



I PRECURSOR 



[Arabidopsis 



19297 



Method 


# 

BLASTX 


NCBI GI 


g2894574 


BLAST score 


202 


E value 


6 . Oe-16 


Match length 


74 


% identity 


59 


NCBI Description 


(AL021890 



peroxidase prxrl 
>gi_2961341_emb_CAA18099.1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL022140) peroxidase prxrl 



Q /-> /T ftTf-v 


J- J -L \J O \J 


Qp>n TD 

Otiv^ • J- Lf 


T,TB317 5-0 I 52-P1-K1-C11 


Method 




NCBI GI 




RT.Z\ Cf epnrp 
DJjfiul oLUiC 




E value 


2.0e-27 


Match length 


113 


^ iaenT.iT,y 


S7 


Nubi Description 


^auuuzd oo j unKnown protein [jrt.raijia.ops is Lnaiiaiiaj 


oeg. wo . 


1 CI A07 

X jIUj / 


Seq. ID 




Method 


BLAbTX 


\jl 


rrl 7 1 f)7fi0 

yi / J. U /Ou 


BLAST score 


377 


E value 


3.0e-36 


Match length 


111 


% identity 


68 


NCBI Description 


40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA654 


(X96613) cytoplasmic ribosomal protein S7 [Podospora 




anserina] 


Seq. No. 


151038 


Seq. ID 


LIB3175-052-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4415907 


BLAST score 


474 


E value 


1.0e-47 


Match length 


134 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



72 

(AC006282) 60S ribosomal protein L24 [Arabidopsis thaliana] 
>gi_4581159_gb_AAD24643.1_AC006919_21 (AC006919) putative 
60S ribosomal protein L24 [Arabidopsis thaliana] 

151039 

LIB3175-052-P1-K1-D10 

BLASTX 

g3386565 

408 

7.0e-40 

148 

58 

(AF079588 ) 1-aminocyclopropane-l-carboxylate oxidase 
[Sorghum bicolor] 

151040 

LIB3175-052-P1-K1-D11 



19298 



© 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3228389 

156 

3.0e-82 

470 

86 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 



beq. no. 


101U41 


beq. iu 




jxtetnoa 


J3J_Lrt.O 1 a 


MPDT r*j 


y ii. o 1 -j 


BLAST score 


381 


E value 


1.0e-36 


Match length 


1 Ol 


% identity 


Ol 


NCBI Description 


(AL021633) predicted protein 


Seq. No. 


151042 


Seq. ID 


LIB3175-052-P1-K1-D2 


Method 


BLAbTN 




-_-t yi Q Q O 1 *7 

gi4oo^i 1 / 


ojj/io i score 




E value 


0.0e+00 


Match length 


457 


% identity 


99 


NCBI Description 


A. thaliana gene induced upon 


Seq. No. 


151043 


Seq. ID 


LIB3175-052-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g425194 


BLAST score 


687 


E value 


1.0e-72 


Match length 


146 


% identity 


92 


NCBI Description 


(L26243) heat shock protein 



(AE034618) 
oleracea] 



cytosolic heat shock 70 protein [Spinacia 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



151044 

LIB3175-052-P1-K1-D5 

BLASTX 

g3914740 

472 

2.0e-47 

134 

73 

60S RIBOSOMAL PROTEIN L26 >gi_2160300_dbj__BAA18941_ 
(D784 95) ribosomal protein [Brassica rapa] 

151045 

LIB3175-052-P1-K1-D7 

BLASTN 

gl4342 

78 



19299 




E value 


6.0e-36 


Match length 


164 


idpntitv 


84 


NCBI Description 


A.thaliana mRNA for carbonic anhydrase 


Seq. No. 


151046 


Seq. ID 


LIB3175-052-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4567273 


BLAST score 


546 


E value 


3.0e-56 


Match length 


106 


% identity 


99 


NCBI Description 


(AC006841) putative vacuolar proton ATPase subunit 




[Arabidopsis thaliana] 


Seq, No. 


151047 


Seq. ID 


LIB3175-052-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g99735 


BLAST score 


773 


E value 


1.0e-82 


Match length 


147 


o -L j_ l _y 


99 


NPRT n^^rri nti on 

J-^ \^ w » J- -L_ k#S w _1* «L i. 


L — ascorbate peroxidase (EC 1.11.1.11) precursor — 








151048 


Sea. ID 


LIB3175-052-P1-K1-E1Q 


Method 


BLASTX 


NCBI GI 


g3540185 


BLAST score 


248 


E value 


4.0e-21 


Match length 


78 


% identity 


56 


NCBI Dp 55 ct lot ion 


(AC004122} Hiahlv Similar to branched— chain amino acid 




aminotransferase [Arabidopsis thaliana] 


Sea No 


151049 


Seq. ID 


LIB3175-052-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3831459 


BLAST score 


534 


E value 


1. Oe-66 


Match length 


136 


% i dpn1~ t t v 

U -J— H L» -J- y 


94 


NCBI Description 


(AC005700) putative homeobox protein [Arabidopsis thaliana] 


QcifT No 

O ~ • * 


151050 

_L J- \J sJ VJ 


Sea. ID 


LIB3175-052-P1-K1-E2 


Method 


BLASTN 


NCBI GI 


g3757512 


BLAST score 


242 


E value 


1.0e-133 


Match length 


444 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F12A24 genomic 



19300 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151051 

LIB3175-052-P1-K1-E3 

BLASTX 

gll72873 

618 

2.0e-64 

138 

88 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi__435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151052 

LIB3175-052-P1-K1-E7 

BLASTX 

g2129659 

303 

1.0e-27 

104 

62 

oleosin, isoform 21K - Arabidopsis thaliana >gi_725260 
(L40954) oleosin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151053 

LIB3175-052-P1-K1-E8 

BLASTX 

g4539405 

631 

5.0e-66 

127 

98 

(AL04 9524) putative ribosomal protein L9, cytosolic 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151054 

LIB3175-052-P1-K1-E9- 

BLASTX 

g3759184 

257 

4.0e-22 

107 
58 

(AB018441) phi-1 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151055 

LIB3175-052-P1-K1-F1 

BLASTX 

g3979940 

192 

1.0e-14 

74 

51 

(AL034393) Y18D10A.3 [Caenorhabditis elegans] 



19301 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151056 

LIB3175-052-P1-K1-F10 

BLASTX 

g4455180 

655 

8.0e-69 

150 

88 

(AL035521) putative protein [Arabidopsis thaliana] 
151057 

LIB3175-052-P1-K1-F12 

BLASTN 

g3152602 

58 

6.0e-24 

181 

86 

Arabidopsis thaliana chromosome II BAC F27L4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151058 

LIB3175-052-P1-K1-F2 

BLASTX 

g4586265 

495 

4.0e-50 

112 

81 

(AL049640) putative protein [Arabidopsis thaliana] 



151059 

LIB3175-052-P1-K1-F3 

BLASTX 

gl363489 

570 

7.0e-59 

133 

83 

thioglucosidase (EC 3.2.3.1) 3D precursor ■ 
thaliana >gi_984052_emb_CAA61592_ (X89413) 
glucohydrolase [Arabidopsis thaliana] 



■ Arabidopsis 
thioglucoside 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151060 

LIB3175-052-P1-K1-F4 

BLASTX 

g4220473 

646 

8.0e-68 

129 

97 

(AC006069) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



151061 

LIB3175-052-P1-K1-F5 

BLASTN 

gll54626 



19302 




BLAST score 


71 


E value 


1.0e-31 


Match length 


330 


% identity 


76 


NCBI Description 


A.thaliana CHLH gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151062 

LIB3175-052-P1-K1-F9 

BLASTX 

g2129538 

568 

1.0e-58 

112 
100 

AT103 protein - Arabidopsis thaliana >gi_1033195 
AT103 [Arabidopsis thaliana] 



(U38232) 



151063 

LIB3175-052-P1-K1-G1 

BLASTX 

g2160133 

360 

3.0e-34 

90 

86 

(AC000375) Strong similarity to Arabidopsis 
gb_X91953, F19K23. 3, F19K23 . 15 . ESTs 

gbjr21984,gb_ATTS0219,gb_ATTS0207,gb_T21984 come from this 
gene. [Arabidopsis thaliana] 

151064 

LIB3175-052-P1-K1-G10 

BLASTX 

g2264378 

612 

7.0e-64 

133 

89 

(AC002354) putative bZIP-like transcription factor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



151065 

LIB3175-052-P1-K1-G12 

BLASTN 

gl041701 

74 

9.0e-34 

90 

96 

Arabidopsis thaliana expansin At-EXPl 
partial cds 

151066 

LIB3175-052-P1-K1-G5 

BLASTN 

g886427 

54 



(At-EXPl) mRNA, 



19303 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-21 

322 
76 

A. thaliana mRNA for zeta-crystallin homologue 
151067 

LIB3175-052-P1-K1-G7 

BLASTN 

g3449313 

164 

3.0e-87 

299 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K21P3, complete sequence [Arabidopsis thaliana] 



TAC clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151068 

LIB3175-052-P1-K1-G8 

BLASTX 

g4455253 

685 

2.0e-72 

149 

89 

(AL035523) superoxide dismutase (EC 1.15.1.1) 
(Fe) (fragment) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151069 

LIB3175-052-P1-K1-G9 

BLASTX 

g2341034 

600 

2.0e-62 

125 

97 

(AC000104) F19P19.13 [Arabidopsis thaliana] 
151070 

LIB3175-052-P1-K1-H1 

BLASTX 

g2677828 

324 

4.0e-30 

84 

74 

(U93166) cysteine protease [Prunus armeniaca] 
151071 

LIB3175-052-P1-K1-H10 

BLASTX 

g3873710 

274 

2.0e-24 

67 

67 

(Z73102) predicted using Genefinder; similar to Zinc 
finger, C2H2 type; cDNA EST EMBL:M89161 comes from this 



19304 




gene; cDNA EST EMBL:T01394 comes from this gene; cDNA EST 
EMBL:T02192 comes from this gene; cDNA EST EMBL:D71409 
comes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151072 

LIB3175-052-P1-K1-H11 

BLASTX 

g3873710 

246 

6.0e-21 

82 
54 

(Z73102) predicted using Genefinder; similar to Zinc 
finger, C2H2 type; cDNA EST EMBL:M89161 comes from this 
gene; cDNA EST EMBL:T01394 comes from this gene; cDNA EST 
EMBL:T02192 comes from this gene; cDNA EST EMBL:D71409 
comes 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI- Description 



151073 

LIB3175-052-P1-K1-H12 

BLASTX 

g3924603 

506 

2.0e-51 
149 
70 

(AF069442) 
thaliana] 



putative WD-repeat protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151074 

LIB3175-052-P1-K1-H2 

BLASTX 

g!514649 

82 

3.0e-42 

123 

80 

(X86021) potassium channel [Solanum tuberosum] 
151075 

LIB3175-052-P1-K1-H5 

BLASTN 

g2828278 

231 

1.0e-127 

442 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



151076 

LIB3175-052-P1-K1-H7 

BLASTX 

gll5767 

742 

5.0e-79 
143 



19305 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein {LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_erob_CAA27541_ (X03908) chlorophyll a/b binding 
protein {LHCP AB 180) [Arabidopsis thaliana] 

151077 

LIB3175-052-P1-K1-H8 

BLASTX 

gl345595 

687 

1.0e-72 

138 

100 

14-3-3-LIKE PROTEIN GF14 LAMBDA (14-3-3-LIKE PROTEIN AFT1) 

>gi_1084332_pir S53727 14-3-3-like protein {ATF1) - 

Arabidopsis thaliana >gi_953221 (U02565) 14-3-3-like 
protein 1 [Arabidopsis thaliana] >gi_1549404 (U68545) GF14 
lambda [Arabidopsis thaliana] 

151078 

LIB3175-052-P1-K1-H9 

BLASTX 

g2160147 , 

441 

8.0e-44 

108 

84 

(AC000375) EST gb_ATTS3706 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 


151079 


Seq. ID 


LIB3175-053-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g70644 


BLAST score 


309 


E value 


3.0e-28 


Match length 


84 


% identity 


16 


NCBI Description 


ubiquitin precursor - common 


Seq. No. 


151080 


Seq. ID 


LIB3175-053-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2677828 


BLAST score 


435 


E value 


5.0e-43 


Match length 


114 


% identity 


71 


NCBI Description 


(U93166) cysteine protease [ 


Seq. No. 


151081 


Seq. ID 


LIB3175-053-P1-K1-A12 


Method 


BLASTX 



19306 



NCBI GI 


g4544399 


BLAST score 


529 


E value 


4.0e-54 


Match, length 


146 


9: i Hpni~ "i t v 


66 


NPRT Dpsrri Dti on 


(AC007047) putative beta-ketoacyl-CoA synthase 




thaliana] 


Sea No 


151082 


Seq. ID 


LIB3175-053-P1-K1-A2 


Method. 


BLASTX 


NCBI GI 


g4741940 


BLAST score 


494 




5.0e-50 


Match lencrth 


93 


% identitv 


98 


NCBI Description 


(AF134120) Lhca2 protein [Arabidopsis thaliana 


Sea. No. 


151083 


Seq. ID 


LIB3175-053-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl32110 


BLAST score 


103 


E value 


2.0e-04 


Match length 


83 


% identity 


28 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 



3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060jpir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 


151084 


Seq. ID 


LIB3175-053-P1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


581 


E value 


4.0e-60 


Match length 


120 


% identity 


86 


NCBI Description 


(U53418) UDP-glucose dehydrogenase [Glycine max] 


Seq. No. 


151085 


Seq. ID 


LIB3175-053-P1-K1-B11 


Method 


BLASTN 


NCBI GI 


g4757394 


BLAST score 


179 


E value 


4.0e-96 


Match length 


229 


% identity 


93 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 




K1904, complete sequence 


Seq. No. 


151086 


Seq. ID 


LIB3175-053-P1-K1-B12 


Method 


BLASTX 



19307 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



g3522945 
631 

4.0e-66 

119 

99 

(AC004411) putative cytochrome P450 [Arabidopsis thaliana] 
151087 

LIB3175-053-P1-K1-B2 

BLASTX 

g4741952 

421 

2.0e-41 

108 

58 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
151088 

LIB3175-053-P1-K1-B3 

BLASTX 

gl35467 

708 

5.0e-75 

152 

88 

TUBULIN BETA- 4 CHAIN >gi_2129546_pir S68122 beta-tubulin 4 

- Arabidopsis thaliana >gi_166640 (M21415) beta-tubulin 
[Arabidopsis thaliana] 

151089 

LIB3175-053-P1-K1-B8 

BLASTX 

g3776558 

598 

4.0e-62 

136 

93 

(AC005388) Identical to gb_L14814 DNA for tissue-specific 
acyl carrier protein isoform 2 from A. thaliana. ESTs 
gb_AA597351, gb_T41805, gb_H36871, gb_R30210, gb_AA042549, * 
gb_Z47650, gb_H76304 and gb_AA597348 come from this gene. 
[Arabidopsi 

151090 

LIB3175-053-P1-K1-B9 

BLASTX 

g2194139 

295 

7.0e-27 

98 
68 

(AC002062) EST gb_ATTS0887 comes from this gene. 
[Arabidopsis thaliana] 

151091 

LIB3175-053-P1-K1-C2 
BLASTX 



19308 



NCBI GI 


g2651305 


BLAST score 


338 


E value 


1. Oe-31 


Match lenath 


147 


3; t Hpnt i tv 


52 


NCBI Descriotion 


(AC002336) hypothetical protein [Arabidopsis thaliana] 


l_> >3 M • LN « 


151092 


Sea. ID 


LIB3175-053-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4006893 


BLAST score 


624 


J-J V Up .X. LA 


4 . Oe-65 


Match lencrth 


125 


O lUClllrXLJf 


97 


NCBI Description 


(Z99708) arainopeptidase-like protein [Arabidopsis thaliana 




151093 


Sea. ID 


LIB3175-053-P1-K1-C4 


Method. 


BLASTX 


NCBI GI 


g3386612 


BLAST score 


217 


E value 


2,0e-25 


Ma ton lencrth 


121 


Sc i H£»r*t "i t \T 


53 




(AP004 665} DNA— bindina Drotein. dbo r Arabidopsis thalianal 




1 SI 0Q4 

IJlU 74 


Sea ID 


LIB3175-053-P1-K1-C5 


Method 


BLASTN 


NCBI GI 


g2924732 


BLAST score 


279 


E value 


1.0e-156 


Mahrh 1 ^nn"i~h 

2. -1 CI L. ^ 1 1 XCliU Lll 


310 


& t H on "f~ "l "H\7 
% J.UC11LX uy 






Arahi Hrtn<?T f h^l i ana rre^nnmi o DNA. phTOTnosoine 5. Pi clone! 




MTTA?. rrminlete spcnience rArabidoosis thalianal 




151095 


Sea. ID 


LIB3175-053-P1-K1-C6 


Method 


BLASTN 


NCBI GI 


a4220632 


BLAST score 


141 


E value 


2,0e-73 


Ma ton 1 An nth 


287 








Arahi Hnn^i <? thaliana rr^noTnT c HNA rhTniTirmnTTi* TAC clone; 




K6M13/ complete sequence [Arabidopsis thaliana] 


Qarr Nn 


151096 


Sea. ID 


LIB3175-053-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2511594 


BLAST score 


50 


E value 


1.0e-12 


Match length 


80 


% identity 


60 



19309 



NCBI Description 



(Y13694) multicatalytic endopeptidase complex, proteasome 
precursor, beta subunit [Arabidopsis thaliana] 
>gi_2827525_emb_CAA16533__ (AL021633) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421099 (AF043529) 20S 
proteasome subunit PBA1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151097 

LIB3175-053-P1-K1-D4 

BLASTN 

g4589410 

294 

1.0e-164 

417 

99 

Arabidopsis thaliana genomic DNA, 
F2015, complete sequence 



chromosome 5, PI clone: 



O n /~r "NT 

beq. no. 


i ci nap 


Seq. ID 




Method 


OT A O TV 




goz xz o o;? 


l score 


D j X 


TP 1 11Q 
J-J VQJ.UC 




Match length 


121 


% identity 


88 


NCBI Description 


(AC004005) unknown protein [Arabidopsis 


Seq. No. 


151099 


Seq* ID 


LIB3175-053-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl706958 


BLAST score 


270 


E value 


9.0e-24 


Match length 


136 


% identity 


47 


NCBI Description 


(U58284) cellulose synthase [Gossypium 


Seq. No. 


151100 


Seq. ID 


LIB3175-053-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


gll2743 


BLAST score 


286 


E value 


3.0e-26 


Match length 


66 


% identity 


86 


NCBI Description 


2S SEED STORAGE PROTEIN 4 PRECURSOR (2S 



PROTEIN) >gi_68856_pir NWMU4 2S albumin 4 precursor - 

Arabidopsis thaliana >gi_166617 (M22033) albumin 2S subunit 
4 precursor [Arabidopsis thaliana] >gi_395202_emb_CAA80869_ 
(Z24744) 2S albumin isoform 4 [Arabidopsis thaliana] 
>gi_4490713_emb_CAB38847.1_ (AL035680) NWMU4-2S albumin 4 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



151101 

LIB3175-053-P1-K1-E12 
BLASTX 



19310 



NCBI GI 


g401169 


BLAST score 


277 


E value 


5.0e-25 


Matnh 1 print?! 


53 


% \ Hprit* i t v 


100 


NCBI Description 


TRANSLATIONALLY CONTROLLED TUMOR PROTEIN 


Qprr No 


151102 


Seq. ID 


LIB3175-053-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2894598 


BLAST score 


154 


E value 


2.0e-31 


Matr*h 1 pncrth 


121 


% i dpnt it v 


49 


NCBI Description 


(AL021889) putative protein [Arabidopsis 


Sea No 


151103 


Seq. ID 


LIB3175-053-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g266829 


BLAST score 


682 


E value 


5.0e-72 


Match length 


131 


% identity 


100 


NCBI Description 


SERINE/THREONINE PROTEIN PHOSPHATASE PP1 



>gi_81655_pir S20882 phosphoprotein phosphatase (EC 

3.1.3.16) 1 catalytic chain (clone T0PP1) - Arabidopsis 
thaliana >gi__l 64 31_emb_CAA4 5 61 1_ (X64328) protein 
phosphatase-1 [Arabidopsis thaliana] >gi_l 66572 (M93408) 
phosphoprotein phosphatase 1 [Arabidopsis thaliana] 
>gi_3980395 (AC004561) phosphoprotein phosphatase-type 1 
catalytic subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151104 

LIB3175-053-P1-K1-E4 

BLASTX 

gll5385 

681 

7.0e-72 

130 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi__166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151105 

LIB3175-053-P1-K1-E9 

BLASTN 

g2833627 

72 

3.0e-32 

233 

88 

Arabidopsis thaliana chromosome 1 
sequence [Arabidopsis thaliana] 



BAC F1707 complete 



19311 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151106 

LIB3175-053-P1-K1-F1 

BLASTN 

g3242970 

46 

4.0e-17 

90 

88 

Arabidopsis thaliana BAC T4I9, chromosome IV, near 17 cM, 
complete sequence [Arabidopsis thaliana] 

151107 

LIB3175-053-P1-K1-F10 

BLASTN 

g4406790 

213 

1.0e-116 

303 
99 

Arabidopsis thaliana chromosome II BAC T1016 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151108 

LIB3175-053-P1-K1-F2 

BLASTX 

g4585935 

157 

4.0e-ll 

38 
87 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_474194 6_gb_AAD28770 . 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151109 

LIB3175-053-P1-K1-F3 

BLASTX 

gl353352 

282 

3.0e-46 

149 

59 

(U31975) alanine aminotransferase 
reinhardtii] 



[ Chi amydomona s 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151110 

LIB3175-053-P1-K1-F4 

BLASTX 

g4538963 

633 

1.0e-74 

143 

78 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD28776 . 1_AF134129_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 



19312 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U36446) GF14 



Seq. No. 
Seq. ID 



151111 

LIB3175-053-P1-K1-F8 

BLASTX 

gl345592 

161 

3.0e-ll 

59 
63 

14-3-3-LIKE PROTEIN GF14 EPSILON >gi_1022778 
epsilon isoform [Arabidopsis thaliana] 

151112 

LIB3175-053-P1-K1-G10 

BLASTX 

g2341034 

396 

2.0e-38 

86 

94 

(AC000104) F19P19.13 [Arabidopsis thaliana] 



151113 

LIB3175-053-P1-K1-G11 

BLASTX 

g2129562 

157 

7.0e-ll 

48 

69 

class III ADH, glutathione-dependent formaldehyde 
dehydrogenase. - Arabidopsis thaliana 
>gi_1143388_emb_CAA57973_ (X82647) class III ADH, 
glutathione-dependent formaldehyde dehydrogenase. 
[Arabidopsis thaliana] 

151114 

LIB3175-053-P1-K1-G3 

BLASTX 

g2118220 

296 

6.0e-27 

77 

49 

H+-transporting ATPase (EC 3.6.1.35) , vacuolar, 16K chain 
(clone AVA-P1) - Arabidopsis thaliana >gi_926929 (L44581) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] >gi_926933 (L44583) vacuolar H+- pumping ATPase 16 
kDa proteolipid [Arabidopsis thaliana] 
>gi_3096941_emb_CAA18851.1_ (AL023094) vacuolar 
H+-transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4539311__emb_CAB38812.1_ (AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 
>gi_4589976_gb_AAD26493.1_AC007195_7 (AC007195) vacuolar 
H+-pumping ATPase 16 kDa proteolipid [Arabidopsis thaliana] 

151115 

LIB3175-053-P1-K1-G4 



19313 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4689382 

282 

2.0e-39 

147 

60 

(AF139466) 
radiata] 



chlorophyll a/b binding protein CP29 [Vigna 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151116 

LIB3175-053-P1-K1-G5 

BLASTX 

g2760830 

144 

3.0e-09 

63 

40 

(AC003105) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



Seq. No. 
Seq. ID 



151117 

LIB3175-053-P1-K1-G6 

BLASTX 

gl076660 

264 

5.0e-23 

85 

71 

D13F (MYBST1) protein - potato >gi_786426_bbs_159122 
(S74753) MybStl^Myb-related transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosum=potatoes, 
leaf. Peptide, 342 aa] [Solanum tuberosum] 

151118 

LIB3175-053-P1-K1-G7 

BLASTN 

g4263753 

200 

1.0e-108 

351 
97 

Arabidopsis thaliana chromosome V map near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

151119 

LIB3175-053-P1-K1-G8 

BLASTN 

g4115370 

42 

1.0e-14 

117 

88 

Arabidopsis thaliana chromosome II BAC F27D4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151120 

LIB3175-053-P1-K1-G9 



19314 



© # 







BLASTX 




NCBI GI 


a4371282 




BLAST score 


257 




E value 


2.0e-22 




rud LL-U xoiiy lii 


70 




15 XLlellLXLy 


76 






/ ZiPf) fl £9 6PM nnf at* - ! T7*a fif)^ r"i V^r^csrjmal mT»"h£ai n T,1 9 f Arshi Hotd^i q 

^riLUUDt,DU J LJU.LCII L VC DUO 1 XJJUG \JlliCL X piULClll XjX<£. [riL CiJJXUUpoXD 






f ha 1 i anal 




IjC^i IN U • 


1 SI 1 91 




Sea ID 


LIB3175-053-P1-K1-H10 




Method 


BLASTX 




NCBI GI 


g4585997 




BLAST score 


286 




T7 tt3 1 IIP 

1_J V O.XLXC 


6 . Oe-26 




na llii xt^iiy en 


91 




o luciii — l ^ y 


67 




NCRT n^^pTi nt t on 


(AC0052871 Hvnothetical nrotein FArabidoosis thalianal 






1 S1 1 22 




Sea. ID 


LIB3175-053-P1-K1-H2 




hod 


BLASTN 




NCBI GI 


gl6202 




BLAST score 


103 




Iii V cl_L Lie 


4 D^-SI 


™ = 


TvA ^ 4~ /^t 1^ i « / v ^ V> 

LYia. Lcn xeny en 


14 7 




^ ia.eriL.my 


i/J 


4* 


IN X UcbUXipLXUil 


7\ -(- V> -3 1 n ana /^i"F V\r^V» rrono onnA^i r>rr V\ 1 no pnnTioT— V^i TiH"i Tirr nrnfp "i n 
r\ * Liicix x diici w x x>v_ju y ciits ci iOL>m_iiy aj x u.t; L*<*j^Jj-*c; x Jw> xin_ixi iy ^iiuucxn 






ICIIO-3 






T,TR?1 7 c i-n c i^-P1 -K1 -P*^ 

lilDJ X / *J \J -J IT X XXX n -J 






BLASTN 




NPRT (XT 

LNv_/J_> X VJX 






BLAST score 


182 




E value 


7.0e-98 




Ti/fa "t- /~* Vi 1 onfT'Hn 






O lUCllLXLy 






MfRT nOG/^T"! -r-\4- -i on 
X UcoLXXpUlUii 


rlX CliJXLiL']->oXo LIlCLX X CtliCl ycilL/LUXLv L/V*t\f OilX LPllHJ O L/lutJ -J / Irt.^ L-X L/11CJ • 








u 




1 SI 1 94 




Seq. ID 


LIR3175-053-P1-K1-H4 

UlDJl / \J J *y X X £\X 




Method 


BLASTX 




NPRT GT 

LN ^ XJ X O JL 


g417103 




BLAST score 


46 




E value 


5. Oe-63 




Match length 


136 




% identity 


92 




NCBI Description 


HISTONE H3,2, MINOR >gi_282871_pir S24346 histone 






H3.3-like protein - Arabidopsis thaliana 



>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404 825_emb_CAA42958_ (X60429) 
histone H3,3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 



19315 



[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB0157 60) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38 916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151125 

LIB3175-053-P1-K1-H5 

BLASTX 

g3511285 

150 

3.0e-10 

46 

63 

(AF081534) cellulose synthase [Populus alba x Populus 
tremula] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151126 

LIB3175-053-P1-K1-H6 

BLASTX 

gl706958 

479 

2.0e-48 

101 

89 

(U58284) cellulose synthase 



[Gossypium hirsutum] 



151127 

LIB3175-054-P1-K1-A1 

BLASTN 

gl483219 

33 

2.0e-09 

65 

88 

A, thaliana mRNA for peroxidase ATPla, clone EST 103m21t7 
151128 

LIB3175-054-P1-K1-A10 

BLASTN 

g4580744 

266 

1.0e-148 

401 

96 

Sequence of BAC F15I1 from Arabidopsis thaliana chromosome 
1, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



151129 

LIB3175-054-P1-K1-A12 

BLASTX 

gl362007 



19316 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



683 

4.0e-72 

143 

90 

thioglucosidase (EC 3.2.3.1) - Arabidopsis thaliana 
>gi_871992_emb_CAA55787_ (X79195) thioglucosidase 
[Arabidopsis thaliana] 

151130 

LIB3175-054-P1-K1-A2 

BLASTX 

gl351271 

343 

3.0e-32 

131 

58 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - spinach >gi_806312 

(L36387) triosephosphate isomerase, chloroplast isozyme 

[Spinacia oleracea] 

151131 

LIB3175-054-P1-K1-A4 

BLASTX 

g4835226 

291 

4.0e-26 

84 

68 

(AL049862) putative protein [Arabidopsis thaliana] 
151132 

LIB3175-054-P1-K1-A5 

BLASTX 

g629602 

267 

2.0e-23 

81 

58 

probable imbibition protein - wild cabbage 
>gi_488787_emb_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 

151133 

LIB3175-054-P1-K1-A6 

BLASTX 

g416758 

141 

1.0e-69 

145 

91 

SERINE CARBOXYPEPT I DASE PRECURSOR >gi_166674 (M81L30) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 



19317 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151134 

LIB3175-054-P1-K1-A7 

BLASTN 

g4580365 

181 

3.0e-97 

361 

95 

Arabidopsis thaliana chromosome I BAC F3F20 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151135 

LIB3175-054-P1-K1-B1 

BLASTX 

g2894574 

626 

2.0e-65 

121 

98 

(AL021890) peroxidase prxrl 
>gi_2 9 6 1 3 4 l_emb_CAAl 8 0 9 9 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL022140) peroxidase prxrl 



oeq. ino . 


ljllOD 


Seq. ID 


LIB3175-054-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


gi402912 


BLAST score 


628 


E value 


9.0e-66 


Match length 


121 


% identity 


98 


NCBI Description 


(X98317) peroxidase [Arabidopsis 


Seq. No. 


151137 


Seq. ID 


LIB3175-054-P1-K1-B11 


Method 


BLASTN 


NCBI GI 


g2264317 


BLAST score 


142 


E value 


4.0e-74 


Match length 


288 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNAj 




MUG13, complete sequence [Arabid( 


Seq. No. 


151138 


Seq. ID 


LIB3175-054-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl33938 


BLAST score 


568 


E value 


1.0e-58 


Match length 


145 


% identity 


77 



PI clone: 



NCBI Description 



CHLOROPLAST 30S RIBOSOMAL PROTEIN S3 >giJ70866_pir R3SP3 

ribosomal protein S3 - spinach chloroplast 
>gi_12310_emb_CAA31715_ (X13336) ribosomal protein S3 
[Spinacia oleracea] 



19318 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151139 

LIB3175-054-P1-K1-B2 

BLASTN 

g4335711 

159 

4.0e-84 

407 

99 

Arabidopsis thaliana chromosome II BAC F9013 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151140 

LIB3175-054-P1-K1-B3 

BLASTN 

g3426063 

386 

0.0e+00 

411 

99 

Arabidopsis thaliana mRNA for monooxygenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151141 

LIB3175-054-P1-K1-B4 

BLASTN 

g4567300 

219 

1.0e-120 

422 - 
99 

Arabidopsis thaliana chromosome II PI MHK10 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151142 

LIB3175-054-P1-K1-B6 

BLASTN 

g4512656 

164 

4.0e-87 

359 

85 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



151143 

LIB3175-054-P1-K1-B7 

BLASTX 

g2501296 

255 

6.0e-22 

126 

40 

DNA GYRASE SUBUNIT B >gi_1652801_dbj_BAA17720_ 
gyrase B subunit [Synechocystis sp.] 

151144 

LIB3175-054-P1-K1-B8 
BLASTN 



(D90908) DNA 



19319 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3046847 
204 

l.Oe-lll 

348 

96 

Arabidopsis thaliana genomic DNA, chromosomes, TAC clone: 
K11J9, complete sequence [Arabidopsis thaliana] 

151145 

LIB3175-054-P1-K1-B9 

BLASTX 

g2384671 

709 

3.0e-75 

143 

94 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151146 

LIB3175-054-P1-K1-C10 

BLASTN 

g2980757 

341 

0.0e+00 

390 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 
(ESSAII project) 

151147 

LIB3175-054-P1-K1-C11 

BLASTX 

gl345973 

332 

1.0e-53 

102 

100 

OMEGA- 3 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 

>gi_541882_pir JQ2335 omega-3 fatty acid desaturase (EC 

1.14.99.-) CF3 - Arabidopsis thaliana >gi_408483 (L22931) 
omega-3 fatty acid desaturase [Arabidopsis thaliana] 
>gi_471091_dbj_BAA04505_ (D17579) fatty acid desaturase 
[Arabidopsis thaliana] >gi_1197795_dbj__BAA05514_ (D26508) 
microsomal omega-3 fatty acid desaturase [Arabidopsis 
thaliana] >gi_3420053 (AC004 680) omega-3 fatty acid 
desaturase [Arabidopsis thaliana] 

151148 

LIB3175-054-P1-K1-C12 

BLASTX 

g4204267 

617 

2.0e-64 

148 

86 

(AC005223) 55585 [Arabidopsis thaliana] 



19320 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151149 

LIB3175-054-P1-K1-C3 

BLASTX 

gll6229 

478 

3.0e-48 

107 

91 

MITOCHONDRIAL CHAPERONIN HSP60 PRECURSOR 

>gi_99676_pir S20876 chaperonin hsp60 precursor - 

Arabidopsis thaliana >gi_16221_emb_CAA77646_ (Z11547) 
chaperonin hsp60 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151150 

LIB3175-054-P1-K1-C4 

BLASTX 

gll69598 

484 

8.0e-49 

100 
88 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 



Seq. No. 


151151 


Seq. ID 


LIB3175-054-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2245066 


BLAST score 


581 


E value 


3.0e-60 


Match length 


106 


% identity 


99 


NCBI Description 


(Z97342) Beta-Amylase [Arabidopsis thaliana] 


Seq. No. 


151152 


Seq. ID 


LIB3175-054-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2924520 


BLAST score 


620 


E value 


9.0e-65 


Match length 


124 


% identity 


95 


NCBI Description 


(AL022023) plasma membrane intrinsic protein 




[Arabidopsis thaliana] 


Seq. No. 


151153 


Seq. ID 


LIB3175-054-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4164578 


BLAST score 


611 


E value 


1.0e-63 


Match length 


135 


% identity 


92 


NCBI Description 


(AF098947) CTF2B [Arabidopsis thaliana] 



19321 



Ocljt LNU. 


1 R1 1 c i4 


O C U • J- 


LIB3175-054-P1-K1-D1 


Mot - Vii^iH 




NCBI GI 


g2271477 


BLAST score 


469 






rJatcn leny cn 


1U0 




0 *± 


lml,jdx uescripLiun 




oeq . iNO . 


1E11CC 
IJllJJ 


Cp n TD 

OClji J-Lf 


T.TR31 7S-054-P1-K1-D10 


L v lG Li ilw»vJ. 


RT.A9TX 


MPT3T 




BLAST score 


152 


E value 


7.0e-10 




4ft 


■5 xcieiiL.XL.y 




jn^di jjescripT.ion 


f TiT n A -Gtt\ 9 R ^ TinD— rr a 1 a /-»+- /*v<s-i__ 4 — o-ni i mcra co-l i to nrrif pi n 
\riXjU *± _7O__,0 ; UUr galdttUbc *l cpiillclabc llJ-c £JXUl_t;Xil 




T Z\ rah *i Hnnc n q ■hVia 1 i ana 1 
[niciJJiuupoio uiictX-Laiici j 


beq. NO. 


1 CI 1 cc 


064. XU 


ttdqi 7R_n^4-Pi -ki -ni 1 

XiX-DOX / J Uj4 JcX 1\X JJXX 


i v ie uiiuvji 


DT 7\ OfY 
OJ-LTlO i /\ 


NCBI GI 


g4559321 


BLAST score 


537 


E value 


d . ue 00 


ixiaucn lencjun 




% identity 


oU 


jnudx uescrxpuxon 


t_ra,L^UU / UO / / nypOT_Iie L.XC_-ciX pXOt.trXIl j_AX dJJXvJlUpoXo LIlclX. 


oeq. £NO. 


1 CI 1 Cl 

XOXXO / 


oeq* xu 


T TR^1 7R-flR4— Pi -TCI —Hi 9 
lilCjl / J ljJ4 _TX I\X Ul4 


UC LiiUU 


RT.A^TX 


NCBI GI 


g4539418 


BLAST score 


126 


E value 


6.0e-66 


Match length 


134 


% identity 


95 



NCBI Description (AL049171) caffeoyl-CoA O-methyltransf erase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151158 

LIB3175-054-P1-K1-D2 

BLASTN 

g4732169 

397 

0.0e+00 

432 

87 

Arabidopsis thaliana BAC T3E15 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



151159 

LIB3175-054-P1-K1-D3 

BLASTX 

g4467099 

616 



19322 



II 



E value 
Match length 
% identity 
NCBI Description 



2.0e-64 

122 
98 

(AL035538) glycine hydroxymethyltransf erase like protein 
[Arabidopsis thaliana] 



oeq. wo. 


i ci i en 




T TR^1 7^-0^4— Pi -K1 — T)A 




BLASTX 




rrA R^Q?94 


r?j_irio i score 


170 

1 / u 


W 1 no 

JLi VCIXU.C 




Ms^hnb 1 pnn"t"li 


69 


% idpntitv 


52 


NCBI Description 


(AL035679) kinesin like protein 


Seq. No. 


151161 


.Seq. ID 


LIB3175-054-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g520478 


BLAST score 


372 


E value 


2.0e-42 


Match length 


95 


% identity 


94 


NCBI Description 


(U09137) pyruvate dehydrogenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] >gi_10904 98__prf 2019230A pyruvate 

dehydrogenase [Arabidopsis thaliana] 

151162 

LIB3175-054-P1-K1-D6 

BLASTX 

g3915847 

43 

7.0e-51 

113 

95 

40S RIB0S0MAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151163 

LIB3175-054-P1-K1-D7 

BLASTX 

g2739373 

245 

8.0e-21 

139 

40 

(AC002505) putative flavonol 3- 
[Arabidopsis thaliana] 



o-glucosyltransf erase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



151164 

LIB3175-054-P1-K1-D8 

BLASTX 

g4678328 

479 

3.0e-48 
94 



19323 



% identity 

NCBI Description 



99 

(AL049658) aldehyde dehydrogenase (NAD+)-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151165 

LIB3175-054-P1-K1-D9 

BLASTX 

g2739389 

82 

3.0e-45 

126 

73 

(AC002505) Cf-2.2 like protein [Arabidopsis thaliana] 





ijC4i IN O • 


1 Rl 1 fifi 




Seq. ID 


LIB3175-054-P1-K1-E1 




Method 


BLASTX 






rrl £67DB 
yioo / uo 




riijAoi score 


i 

1UO 




Hj vaxue 
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Seq, No. 


151167 




Seq. ID 


LIB3175-054-P1-K1-E11 


=P 


TUf r\ ^\ 


OXtrlo 1 IN 




NUrSX (j± 


g4oUoooO 




dJjAoi score 






E value 


x • ue ijj 




Match length 


^yo 


3 


% identity 


QQ 

yo 




inv^dx uescription 


n±aDlClupSlS Lllailana ItllviNz-i IOI a. uyilcullXIl lliic £J.L <J Utr -Li 






i^VTTIT^i 1 O "H O pHc 

OLmipXcUc OUb 




Seq. No. 


151168 




Seq. ID 


LIB3175-054-P1-K1-E12 




Method 


BLASTX 




NCBI GI 


g4538912 




BLAST score 


236 




E value 


1.0e-19 




Match length 


89 




% identity 


72 




NCBI Description 


(AL049482) putative protein [Arabidopsis thaliana] 




Seq. No. 


151169 




Seq. ID 


LIB3175-054-P1-K1-E2 




Method 


BLASTN 




NCBI GI 


g2642152 




BLAST score 


231 




E value 


1.0e-127 




Match length 


399 




% identity 


98 




NCBI Description 


Arabidopsis thaliana chromosome II BAC T5I7 genomic 



sequence, complete sequence [Arabidopsis thaliana] 



19324 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151170 

LIB3175-054-P1-K1-E4 

BLASTX 

gll5385 

293 

3.0e-29 

69 

84 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151171 

LIB3175-054-P1-K1-E7 

BLASTN 

gl237123 

363 

0.0e+00 

387 

98 

Arabidopsis thaliana photosystem I PSI-N mRNA, nuclear gene 
encoding chloroplast protein, complete cds 



Seq. No. 


1 c 1 1 TO 


beq. iu 


LilDOJ- /O rl Ivl £1.7 


Method 


BLASTN 


NCBI GI 


g4467131 


BLAST score 


108 


E value 


6.0e-54 


Match length 


192 


% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC cl 




(ESSA project) 


Seq. No. 


151173 


Seq. ID 


LIB3175-054-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g4734009 


BLAST score 


125 


E value 


6.0e-10 


Match length 


90 


% identity 


46 


NCBI Description 


(AC007178) hypothetical protein [Arabidopsis 


Seq. No. 


151174 


Seq. ID 


LIB3175-054-P1-K1-F11 


Method 


BLASTN 


NCBI GI 


g3869066 


BLAST score 


186 


E value 


1.0e-100 


Match length 


358 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



F20M13 



5, PI clone: 



MBM17, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



151175 

LIB3175-054-P1-K1-F12 



19325 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4204285 

419 

4.0e-41 

134 
59 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



151176 

LIB3175-054-P1-K1-F2 

BLASTX 

g4758946 

186 

7.0e-14 

71 

55 

P0P2 (yeast homolog) >gi_4106061_gb_AAD02 685_ 
CCR4-associated factor 1 [Homo sapiens] 



(AF053318) 



151177 

LIB3175-054-P1-K1-F3 

BLASTX 

g4206207 

160 

7.0e-ll 

93 

33 

(AF071527) putative reverse transcriptase [Arabidopsis 
thaliana] >gi_4263040_gb_AAD15309_ (AC005142) putative 
reverse transcriptase [Arabidopsis thaliana] 



Seq. No. 


151178 


Seq. ID 


LIB3175- 


Method 


BLASTX 


NCBI GI 


gl652892 


BLAST score 


247 


E value 


5.0e-21 


Match length 


148 


% identity 


26 


NCBI Description 


(D90909) 


Seq. No. 


151179 


Seq. ID 


LIB3175- 


Method 


BLASTX 


NCBI GI 


gl076708 


BLAST score 


602 


E value 


1.0e-62 


Match length 


123 


% identity 


25 



NCBI Description 



seed tetraubiquitin - common sunflower 

>gi_303901_dbj_BAA03764_ (D16248) ubiquitin [Glycine max] 
>gi_456714_dbj_BAA05670_ (D28123) Ubiquitin [Glycine max] 
>gi_556688_emb_CAA84440_ (Z34988) seed tetraubiquitin 
[Helianthus annuus] >gi_994785_dbj_BAA05085_ (D26092) 
Ubiquitin [Glycine max] >gi_4263514_gb_AAD15340_ (AC004044) 
putative polyubiquitin [Arabidopsis thaliana] 



19326 



II 



>gi_1096513_prf 2111434A tetraubiquitin [Helianthus 

annuus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151180 

LIB3175-054-P1-K1-F9 

BLASTX 

g3914826 

461 

3.0e-46 

110 

85 

DNA- D I RECTE D RNA POLYMERASE CHLOROPLAST PRECURSOR 
>gi_2330560_emb_CAA69972_ (Y08722) chloroplast 
single-subunit DNA-dependent RNA polymerase [Arabidopsis 
thaliana] >gi_2330564_emb_CAA69717_ (Y08463) chloroplast 
single-subunit DNA-dependent RNA polymerase [Arabidopsis 
thaliana] >gi_4115372 (AC005967) chloroplast single subunit 
DNA-dependent RNA polymerase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151181 

LIB3175-054-P1-K1-G10 

BLASTX 

g99735 

789 

1.0e-84 

149 

99 

L-ascorbate peroxidase (EC 1.11. 
Arabidopsis thaliana (fragment) 



1.11) precursor - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151182 

LIB3175-054-P1-K1-G11 

BLASTN 

g4757392 

224 

1.0e-123 

421 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
K14A17, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



151183 

LIB3175-054-P1-K1-G2 

BLASTX 

gl402904 

657 

4.0e-69 

130 
97 

(X98313) peroxidase [Arabidopsis thaliana] 
151184 

LIB3175-054-P1-K1-G3 

BLASTX 

g4585882 

625 

2.0e-65 



19327 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



126 
98 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

151185 

LIB3175-054-P1-K1-G4 

BLASTX 

g3157944 

748 

9.0e-80 

148 

98 

(AC002131) Very strong similarity to aminomethyltransf erase 
precursor gb_U79769 from Mesembryanthemum crystallinum, 
ESTs gb_T43167, gb_T21076, gb_H36999, gb_T22773, 
gb_N38038, gb_T13742 7 gb_Z26545, gb_T20753 and gb_W43123 
come from this ge 

151186 r 

LIB3175-054-P1-K1-G7 

BLASTX 

g267069 

609 

2.0e-63 

114 

99 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi_320183__pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

151187 

LIB3175-054-P1-K1-G8 

BLASTN 

g2245073 

306 

1.0e-172 

396 
98 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



151188 

LIB3175-054-P1-K1-G9 

BLASTX 

g3914658 

568 

1.0e-58 

110 

100 

SOS RIBOSOMAL PROTEIN L24, 
>gi 1694 974 ernb CAA70851 



CHLOROPLAST PRECURSOR 
(Y09635) plastid ribosomal 



protein [Arabidopsis thaliana] 
151189 

LIB3175-054-P1-K1-H10 



19328 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g3128143 

42 

2.0e-14 

126 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTI20, complete sequence [Arabidopsis thaliana] 



PI clone 



151190 

LIB3175-054-P1-K1-H11 

BLASTX 

g4115364 

528 

5.0e-54 

109 

94 

(AC005957) putative fatty acid elongase [Arabidopsis 
thaliana] 

151191 

LIB3175-054-P1-K1-H4 

BLASTX 

g4586253 

567 

2.0e-58 

150 

66 

(AL049640) auxilin-like protein [Arabidopsis thaliana] 
151192 

LIB3175-054-P1-K1-H5 

BLASTX 

g2129640 

641 

4.0e-67 

149 

87 

magnesium chelatase chain - Arabidopsis thaliana 
>gi__1154 627_emb_CAA92802_ (Z684 95) magnesium chelatase 
subunit [Arabidopsis thaliana] 

151193 

LIB3175-054-P1-K1-H6 

BLASTX 

g4539460 

99 

1.0e-03 

136 

4 

(AL049500) putative protein [Arabidopsis thaliana] 
151194 

LIB3175-054-P1-K1-H7 

BLASTX 

g2129672 

222 



19329 



E value 
Match length 
% identity 
NCBI Description 



1.0e-18 

57 

84 

photosystem II reaction center protein, 6. IK - Arabidopsis 
thaliana >gi_950023_emb_CAA62296_ (X90769) component of 6.1 
kDa polypeptide of photosystem II reaction center 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151195 

LIB3175-054-P1-K1-H8 

BLASTN 

g4567259 

354 

0.0e+00 

431 

99 

Arabidopsis thaliana chromosome II BAC F3K23 genomic 
sequence, complete sequence 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151196 

LIB3175-054-P1-K1-H9 

BLASTX 

g4585935 

646 

8.0e-68 

123 

98 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_4741946_gb_AAD28770 . 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No. 


151197 


Seq. ID 


LIB3175-055-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g4314378 


BLAST score 


512 


E value 


2.0e-52 


Match length 


98 


% identity 


99 


NCBI Description 


(AC006232) putative lipase [Arabidopsis thaliana] 


Seq. No. 


151198 


Seq. ID 


LIB3175-055-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


g3702724 


BLAST score 


275 


E value 


1.0e-153 


Match length 


383 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAG 




K17N15, complete sequence [Arabidopsis thaliana] 


Seq. No. 


151199 


Seq. ID 


LIB3175-055-P1-K1-A4 


Method 


BLASTN 


NCBI GI 


gl732569 


BLAST score 


60 



19330 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-26 

84 

93 

Arabidopsis thaliana beta-glucosidase (psr3.1) mRNA, 
complete cds 

151200 

LIB3175-055-P1-K1-A5 

BLASTN 

g3985958 

138 

6.0e-72 

186 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZN1, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151201 

LIB3175-055-P1-K1-A6 

BLASTN 

g3335356 

320 

1.0e-180 

426 

97 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



151202 

LIB3175-055-P1-K1-A8 

BLASTX 

g2146733 

445 

3.0e-44 

75 

100 

GAST1 protein homolog (clone GAS Al ) 



- Arabidopsis thaliana 



151203 

LIB3175-055-P1-K1-A9 

BLASTX 

g3819710 

526 

1.0e-53 

96 
100 

(AJ224161) 
thaliana] 



delta-8 sphingolipid desaturase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



151204 

LIB3175-055-P1-K1-B1 

BLASTN 

g4063730 

409 

0.0e+00 

429 

99 



19331 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana BAC F21J6 from chromosome V, 
containing KNAT3 and mapping near 60.5 cM, complete 
sequence [Arabidopsis thaliana] 

151205 

LIB3175-055-P1-K1-B10 

BLASTN 

g633027 

373 

0.0e+00 

393 

99 

Arabidopsis thaliana mRNA for protein phosphatase 2C 



151206 

LIB3175-055-P1-K1-B12 

BLASTN 

g4220645 

217 

1.0e-118 

443 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MYA6, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151207 

LIB3175-055-P1-K1-B2 

BLASTX 

g267077 

749 

7.0e-80 

138 

99 

TUBULIN BETA- 5 CHAIN >gi_320186jpir JQ158 9 tubulin beta-5 

chain - Arabidopsis thaliana >gi_166902 (M84702) beta-5 
tubulin [Arabidopsis thaliana] 



Seq. No. 


151208 


Seq. ID 


LIB3175-055-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2281093 


BLAST score 


687 


E value 


1.0e-72 


Match length 


137 


% identity 


96 


NCBI Description 


(AC002333) beta transducin isolog 


Seq. No. 


151209 


Seq. ID 


LIB3175-055-P1-K1-B4 


Method 


BLASTN 


NCBI GI 


g3510339 


BLAST score 


178 


E value 


1.0e-95 


Match length 


210 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, 



[Arabidopsis thaliana] 



TAG clone: 



K3K7, complete sequence [Arabidopsis thaliana] 



19332 



II 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151210 

LIB3175-055-P1-K1-B6 

BLASTN 

g4662628 

185 

1.0e-99 

381 

90 

Arabidopsis thaliana chromosome II BAG F27O10 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151211 

LIB3175-055-P1-K1-B7 

BLASTN 

g4262221 

372 

0.0e+00 

418 

98 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151212 

LIB3175-055-P1-K1-B8 

BLASTN 

g2828188 

242 

1.0e-133 

455 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K3K3, complete sequence [Arabidopsis thaliana] 



TAC clone 



Seq. No. 


151213 


Seq. ID 


LIB3175-055-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g4580389 


BLAST score 


709 


E value 


4.0e-75 


Match length 


147 


% identity 


89 


NCBI Description 


(AC007171) unknown protein [Arabidopsis thaliana] 


Seq. No. 


151214 


Seq. ID 


LIB3175-055-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


g2696018 


BLAST score 


208 


E value 


1.0e-113 


Match length 


381 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MXC9, complete sequence [Arabidopsis thaliana] 


Seq, No. 


151215 


Seq. ID 


LIB3175-055-P1-K1-C2 



clone : 



19333 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3688169 

42 

3.0e-15 

42 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F26P21 





1 si 91 




T.TR^I 7S-nSS-Pl -K1 -P^ 


Mpt hod 


BLASTX 


NCRT RT 


a2529229 


BLAST score 


383 


E value 


6.0e-37 


Match length 


106 


1) J. del 1 L. x u y 


/ u 


1N\^D1 UcoClipUlUU 


i jkj i ) o pnospnogiuconaLc Qenya.ro genase ibiycme 




1 SI 91 1 


beg. -Lu 


T Tm 1 T R — H CI C -nl t/1 r*C 

JjlrSol /0~UOD rl M Lu 


Method 






rrl Q^l £dfi 




145 


E value 


3.0e-09 


Match length 


67 


% identity 


46 


NCBI Description 


(U95973) Serine carboxypeptidase isolog [Arabidopsis 




thaliana] 


Seq. No. 


151218 


Seq. ID 


LIB3175-055-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl351272 


BLAST score 


422 


E value 


1.0e-41 


Match length 


103 


% identity 


82 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) >gi_414550 
(U02949) cytosolic triose phosphate isomerase [Arabidopsis 

thaliana] >giJ742408jprf 2009415A triose phosphate 

isomerase [Arabidopsis thaliana] 

151219 

LIB3175-055-P1-K1-C8 

BLASTX 

gl695717 

712 

2.0e-75 

147 

95 

(D89341) luminal binding protein [Arabidopsis thaliana] 
151220 

LIB3175-055-P1-K1-D11 

BLASTX 

g3402487 



19334 



BLAST score 


678 


E value 


1.0e-71 


Match length 


139 


% identity 


98 


NCBI Description 


(AB015138) Vacuolar proton pyrophosphatase [Arabidopsis 




thaliana] 


Seq. No. 


151221 


Seq. ID 


LIB3175-055-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g2738248 


BLAST score 


569 


E value 


9.0e-59 


Match length 


109 


% identity 


100 


NCBI DescriDtion 


fU97200} cobalamin— inderiendent "methionine svnthase 

Y W / \J \J f V— »W X-/ L*X -J- U1LLX X X -L. X i\XW k/vll^l^ii X XI I w Lll .X* wl X ^» X X • V X X 1^ X X V-X O \^ 




[Arabidopsis thaliana] 


Sea No 


151222 


Seq. ID 


LIB3175-055-P1-K1-D2 


Method 


BLAST N 


NCBI GI 


g4757405 


BLAST score 


319 


E value 


1.0e-179 


Match length 


378 


% identitv 

o -L. <**x\^r xx w w y 


99 


NCBT De^rrinl - i on 


Arahi Hnn^i ^ fha 1 n ana rr(=»nrnni c DNTA phTOTrtn^nniP "3 PT c~\ nrp • 




MOJ10, complete sequence 




151223 


Seq. ID 


LIB3175-055-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3047125 


BLAST score 


591 


E value 


2.0e-61 


Match length 


124 


% idpni" itv 


89 


NCBI Description 


(AF058919) No definition line found [Arabidopsis thaliana 


Sea No 


151224 


Seq. ID 


LIB3175-055-P1-K1-D4 


Method 


BLASTN 


NCBI GI 


a3510342 


BLAST score 


34 


E value 


6.0e-10 


Match lencrt h 


46 


% identitv 


93 


NCBI Desc "riot inn 


Ayab"i Hnncfi "t"ha 1 t ana rrpnnTni r* F7WA phTOTnoRrnTif^ 5 - Pi p! on? • 




MGN6/ complete sequence [Arabidopsis thaliana] 


Sea No 


151225 

-L ^ J. £-L t+ 


Seq. ID 


LIB3175-055-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4371284 


BLAST score 


661 


E value 


1.0e-69 


Match length 


133 



19335 



% i dent it v 


96 


NPRT npcrri nt"i nn 


{ APA069 f>0) mitafi n] a^ms Tnpnibranp intrinsir nrntein 




rA"T3h"i Hnn^i ^ thai "i snal 






Sea ID 


LIB3175-055-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl931640 


BLAST score 


141 


E value 


1.0e-08 


Matr*?! 1 PT"inth 

L J.CX N—* i. 1 _I_ ^3 X 1 Ul 1 


71 


% lUCilllLy 










tha 1 i ana 1 




1 R1 997 


Sea ID 


LIB3175-055-P1-K1-D8 


Method 


BLASTN 


NCBI GI 


a3650026 


BLAST score 


348 


E value 


0.0e+00 


Matph 1 erifrth 


436 


O XUCilL.1 L y 


99 


KTPR T Plo cpr i v~\*c i on 

LNOJDX UCOl L J.^LXU11 


Srahi Hnn<; i q t* a 1 i ana r , 'h T'^m^ q nm TT RAP *T 9 T 9 0 rT^-noTtt 4 

nlaUlUUpolO 1— IJ.C1 X X CI 11 a. ^XiX WiLLwO V_»*ILLt; XX LJjTI^ ± *L \J J. \J y CilwlllX V— 




secmence. complete secftience TArabidcDsis thalianal 


Deq. LNO • 




Sea ID 


LIB3175-055-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


a4185505 


BLAST score 


309 


E value 


3.0e-28 




XUVJ 


a X LAfc:li l_ X L. y 






^nJ; iulU OO / UOIlbpcOlIlL; lipiU LlalloicX pXULclIl picUUIbt 








1 SI 99Q 


Sea ID 


LIB3175-055-P1-K1-E1 

XJ X U X r J \J *J JTX L\ X xj X 


Method 


BLASTX 


NCBI GI 


g4490737 


BLAST score 


96 


V. TTa 1 llf^ 


3 Oe-03 




67 




/ VJ 


NPRT np^fTi rit i 

Nw/ i—> X JJd3V_rJ. XL/ L 


f ATiO R7 08 ) mit at"i v*^ TyTfit^Tn TATaTni dnn^ i ^ tVi^l i anal 






Seq. ID 


LIB3175-055-P1-K1-E2 


Method 


BLASTN 


NCBI GI 


a4544435 


BLAST score 


139 


E value 


4.0e-72 


Match length 


403 


% identity 


95 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F14M13 genomic 




sequence, complete sequence 



19336 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151231 

LIB3175-055-P1-K1-E3 

BLASTN 

g2264314 

34 

2.0e-09 

170 

65 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQK4, complete sequence [Arabidopsis thaliana] 



PI clone: 





151232 


Seq. ID 


LIB3175-055-P1-K1-E4 


Method 


BLASTX 


lNOiOl O.L 


rrA ^"31 A AO 
yft D J i. ft *t £ 


rsLtAoi score 


ZUU 


E value 


o . ue lo 


Match length 


/ / 


% identity 


Do 


NCBI Description 


(AuuubzZ4j nypornericai protein L/iraoiaopsis 


oeq. jno • 


1 ^1 0 "3 "3 


oeq, iu 


T Tn^l 7R-fm^-Dl — 1 —TP ^ 
itlojl / D"UjD ri J\l EiO 


Method 


BLASTX 


NCBI GI 


g4531442 


BLAST score 




E value 


1 . ue— OU 


Match length 


IOC 

1 Jo 


^ luentiLy 


7 Q 


NCBI Description 


(AUUUo^z4) nypotneticai protein LAraoiaopsis 


oeq. no. 


±D 1Z ,34 


oeq. ±u 


T TR^1 7R- H R R — Pi — T<rl —T?l 
LlDj 1 / O Ujj irl rvl / 


Method 


rSLifio 1 IN 


NCBI GI 


g4519184 


BLAST score 


215 


E value 


i . ue — ii / 


Match length 


4zo 


% identity 


94 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




K16F13, complete sequence 


Seq. No. 


151235 


Seq. ID 


LIB3175-055-P1-K1-F2 


Method 


BLASTN 


NCBI GI 


g2642152 


BLAST score 


360 


E value 


0.0e+00 


Match length 


381 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T5I7 




sequence , complete sequence [Arabidopsis tha 


Seq. No. 


151236 


Seq. ID 


LIB3175-055-P1-K1-F3 


Method 


BLASTX 



TAC clone 



19337 



NCBI GI 


g3341690 


BLAST score 


563 


F. V3 1 np 




Ma i~ o n 1 onrfhh 

Lid LOll LU 


123 


% T rlonfi "1" XT 

o XU-tJll L. -L Ly 


o o 


NCBI Description 


(AC003672} hvnothet i 1 nTntpi n r A r* 3 hsi Hon <? fha 1 "i an^ 1 

\ £^.\~f \J \J \J ' ~ J _/ x"^ ^ — _T [ nj. C-JJ x yj, W U O .L O LlluXXullO, J 


uClj. XN U • 


1 M 9^7 

1J1-J / 


Sea ID 


LIB3175-055-P1-K1-F4 

XIX.LJ._JX / ~J \J *J *J L. X iAX £ *i 


Method 


BLASTN 


NCBI GI 


g4531433 


BLAST score 


63 


E value 


6.0e-27 


LluLvli X vllu U1X 


251 


S: T Hpnl" 1 1" V 

o -i_vj.c-.ii. l. x i-_y 


87 




71 >- a V*\ i HnnQi q +-ha 1 H ana n v/*>m c; o TT P 1 "MTTT Q om n 
niaj-iuupoio una. x x ctiict v_*xxx UiLLUovJllLfc; xx ri _\ir±_o y tzUXUXLLJLL- 




spcriipnpp. pottidI ptp se^anpnpp 




1 M 9^fl 


Sea ID 


LIR3175-0 c iS-P1 -K1 -FS 

UlDJl / >J \J<*J *J X X X\X X. w> 


Method. 


BLASTX 


NCBI GI 


g4531442 


BLAST score 


612 


F 1 no 
£_i v al U.G 




1 Id U Oil X tJliy L.IJ. 


1 *^7 

X J / 




Q9 


NPRT r 1 r i r>"h "i nn 


f APnn^"?9_l ^ Vi \/T~iO"f~ V*i ot" i r'al nrnt'oi n r Zirah"! Hnn qi q f hal i anal 
in^uuu_.i_i / iiy^j\j uiic L.x.ai piULciii [ni aJJiUupolo L.iXctXXa.iicl J 


beq. JNO. 






T.TPm 7 S-D^ -K'l -F7 


Method 


BLASTN 


NCBI GI 


a4220640 


BLAST score 


64 


E value 


1.0e-27 


1 i Q LL>11 1C11U 111 




o lU-llLlLy 


O J 




HraDiaopsis cnaxiana genomic uinA/ cnroniosonie o t xrx clone 




MPF.1 1 onTTiT^ 1 of - o cprriK-npo fZ\rahi Hrsr^ qi c fha 1 i ana 1 
i -ix i_i x x j ouul^j.c lc oc^uciiuc i_rix auiuupo -L 0 L-iicixXcliXciJ 


Qorr Mn 
DciCJ • LNO • 


1 M OA n 

±0 x__ *t U 


q^rr TD 

QCU • X 1_/ 


T.TR^I 7 R— 0 ^ "n — Pi — Kl -FQ 


Mp1~hod 


RT.A^TX 


NCBI GI 


a4185505 


BLAST score 


451 


E value 


6.0e-45 


i id <_. on xtJiiyL-ii 


11 q 


x> JLCJlciXl L.x Ly 


7 ^ 


jn\_,di uescrxption 


(AF101038) nonspecific lipid— transfer protein precursor 




f RT*acci /—« 3 n ami q 1 
LDlaoulL.d 1 ict^J Ho J 


C 1 /-s ^-r VT 

oeq. NO. 




Seq. ID 


LIB3175-055-P1-K1-G10 


Method 


BLASTX 


NCBI GI 


gll70203 


BLAST score 


540 


E value 


2,0e-55 


Match length 


143 



19338 



II 



% identity 77 

NCBI Description GLUTAMYL- TRNA REDUCTASE 1 PRECURSOR (GLUTR) >gi_454359 
(U03774) glutamyl-tRNA reductase [Arabidopsis thaliana] 



Seq. No. 


151242 


Seq. ID 


LIB3175-055-P1-K1-G11 


Method 


BLASTN 


NCBI GI 


g4531433 


BLAST score 


117 


E value 


5.0e-59 


Match length 


342 


% identity 


87 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence, complete sequence 


Seq. No, 


151243 


Seq. ID 


LIB3175-055-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g2129759 


BLAST score 


557 


E value 


2 . Oe-57 


Match length 


108 


% identitv 


96 




nnPrrl npn<?p 4 — ptii Triers qp (WC* R 1 




>gi 1143392 emb CAA90941 (Z542: 




glucose epimerase [Arabidopsis ■ 


Seq. No. 


151244 


Seq. ID 


LIB3175-055-P1-K1-G3 


Method 


BLASTN 


NCBI GI 


a4531433 


RTiA^T qmrp 

unu x o \_» w i c 


33 


E value 


3.0e-09 


M^tph 1 pnrrth 

J. -1 Ci L- 1 1 _l_wi-LU LI1 


89 


S; -1 H^T>+* 1 "|-\7 


84 


NCBI Descrintion 


flJ. ClUXViUy O X D L. 110. X X CL11CL 1_*11X UlLLVJ D <^1LLC 




sequence, complete sequence 


Seq. No. 


151245 


Sea ID 


LIB317 t 5-055-Pl -K1 -Gfi 

U1UJ1 / J V J J XX 1\ X \J\J 


Method 


BLASTX 


NPRT PT 


rr4 R^l 449 


BLAST score 


225 


E value 


1 . Oe-31 




149 

X 1 ^ 


% identity 


56 


NCBI Description 


(AC006224) hypothetical protein 


Seq. No. 


151246 


Seq. ID 


LIB3175-055-P1-K1-G9 


Method 


BLASTN 


NCBI GI 


g4406752 


BLAST score 


40 


E value 


3.0e-13 


Match length 


60 


% identity 


92 


NCBI Description 


Arabidopsis thaliana chromosome 



uridine diphosphate 



19339 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



sequence, complete sequence [Arabidopsis thaliana] 
151247 

LIB3175-055-P1-K1-H10 

BLASTX 

g4734010 

325 

4.0e-30 

144 

44 

(AC007178) hypothetical protein [Arabidopsis thaliana] 
151248 

LIB3175-055-P1-K1-H11 

BLASTX 

gl864017 

541 

1.0e-55 

104 

98 

(D63396) elongation factor-1 alpha [Nicotiana tabacum] 
151249 

LIB3175-055-P1-K1-H12 

BLASTN 

g2058281 

48 

3.0e-18 

108 

94 

A. thaliana mRNA for AtRanBPla protein 
151250 

LIB3175-055-P1-K1-H3 

BLASTX 

g2654440 

266 

3.0e-23 

124 

52 

(U70076) Lemir [Lycopersicon esculentum] 
151251 

LIB3175-055-P1-K1-H4 

BLASTX 

g4734010 

277 

1.0e-24 

122 

44 

(AC007178) hypothetical protein [Arabidopsis thaliana] 
151252 

LIB3175-055-P1-K1-H5 

BLASTX 

g4734009 

61 



19340 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



1.0e-09 

107 

31 

(AC007178: 



hypothetical protein [Arabidopsis thaliana] 



151253 

LIB3175-055-P1-K1-H6 

BLASTX 

g3893822 

501 

6.0e-51 

116 

84 

(U96498) ATPase beta 



subunit [Nicotiana sylvestris] 



151254 

LIB3175-055-P1-K1-H8 

BLASTX 

g3421102 

652 

1.0e-68 

133 

95 

(AF043530) 2 OS proteasome beta subunit PBB1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151255 

LIB3175-055-P1-K1-H9 

BLASTX 

g2191177 

625 

2.0e-65 

128 

100 

(AF007270) belongs to the SPOU family of rRNA methylases. 
[Arabidopsis thaliana] 

151256 

LIB3175-056-P1-K1-A1 

BLASTN 

g3449326 

447 

0.0e+00 

463 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19M22, complete sequence [Arabidopsis thaliana] 

151257 

LIB3175-056-P1-K1-A11 

BLASTX 

g4469003 

179 

4.0e-13 

120 

46 

(AL035602) putative protein [Arabidopsis thaliana] 



19341 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151258 

LIB3175-056-P1-K1-A12 

BLASTN 

g4589418 

192 

1.0e-104 

449 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K21G20 f complete sequence 



TAC clone 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151259 

LIB3175-056-P1-K1-A3 

BLASTX 

g3286693 

568 

1.0e-58 

122 

93 

(Y15433) 33 kDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 



Seq. No. 




Seq. ID 


LIB3175-056-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3043415 


BLAST score 


761 


E value 


3.0e-81 


Match length 


151 


% identity 


99 


NCBI Description 


(Y17053) At-hsc70-3 [Arabidopsis thaliana] 


Seq. No. 


151261 


Seq. ID 


LIB3175-056-P1-K1-A5 


Method 


BLASTN 


NCBI GI 


g2244991 


BLAST score 


268 


E value 


1.0e-149 


Match length 


456 


% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSA 




fragment No 


Seq. No. 


151262 


Seq. ID 


LIB3175-056-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g4204260 


BLAST score 


225 


E value 


2.0e-18 


Match length 


57 


% identity 


81 


NCBI Description 


(AC005223) 25568 [Arabidopsis thaliana] 


Seq. No. 


151263 


Seq. ID 


LIB3175-056-P1-K1-B10 


Method 


BLASTX 



I contig 



19342 



NCBI GI 


g3928134 


BLAST score 


536 


E value 


7.0e-55 


Match length 


147 


% identity 


29 


NCBI Description 


(AJ130956) annexin P38 [Capsicum annuum] 


Seq. No. 


151264 


Seq. ID 


LIB3175-056-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4099088 


BLAST score 


509 


E value 


1.0e-51 


Match length 


101 


% identity 


100 


NCBI Description 


(U83177) SNF1 family protein kinase [Arabii 


Seq. No. 


151265 


Sea. ID 


LIB3175-056-P1-K1-B12 


Method 


BLASTN 


NCBI GI 


g4049332 


BLAST score 


342 


E value 


0.0e+00 


Match length 


454 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC 




(ESSAII project) 



clone F8B4 



Seq. No. 


151266 


Seq. ID 


LIB3175-056-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


gl931639 


BLAST score 


255 


E value 


6.0e-22 


Match length 


110 


% identity 


43 


NCBI Description 


(U95973) lysophospholipase : 


Seq. No. 


151267 


Seq. ID 


LIB3175-056-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl703108 


BLAST score 


672 


E value 


8.0e-71 


Match length 


125 


% identity 


100 


NCBI Description 


ACTIN 2/7 >gi 2129525_pir I 



S71210 actin 2 - Arabidopsis 
thaliana >gi 2129528 pir S68107 actin 7 - Arabidopsis 
thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



151268 

LIB3175-056-P1-K1-B4 

BLASTX 

gl705620 

788 



19343 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-84 

147 

100 

CAT ALAS E 2 >gi_124 6399_emb_CAA64220_ 
[Arabidopsis thaliana] 



(X94447) catalase 



151269 

LIB3175-056-P1-K1-B6 

BLASTX 

g3582340 

189 

3.0e-14 

88 

49 

(AC005496) unknown protein [Arabidopsis thaliana] 



151270 

LIB3175-056-P1-K1-C1 

BLASTX 

g3913648 

376 

4.0e-36 

122 

60 

FERREDOXIN — NADP REDUCTASE, 



ROOT ISOZYME PRECURSOR (FNR) 



151271 

LIB3175-056-P1-K1-C4 

BLASTN 

g3241923 

245 

1.0e-135 

461 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone 
MMN10, complete sequence [Arabidopsis thaliana] 



151272 

LIB3175-056-P1-K1-C5 

BLASTX 

g!531762 

195 

6.0e-15 

51 

75 

(Y07765) S-adenosylmethionine decarboxylase 
thaliana] 



[Arabidopsis 



151273 

LIB3175-056-P1-K1-C7 

BLASTX 

g4235093 

143 

9.0e-09 

102 

36 

(AF108944) beta-xylosidase 



[Aspergillus niger] 



19344 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



151274 

LIB3175-056-P1-K1-C9 

BLASTX 

g927428 

637 

1.0e-66 

152 

79 

(X86733) fisl [Linum usitatissimum] 
151275 

LIB3175-056-P1-K1-D10 

BLASTX 

g3641837 

620 

1.0e-64 

125 

99 

(AL023094) Nonclathrin coat protein gamma - like protein 
[Arabidopsis thaliana] 

151276 

LIB3175-056-P1-K1-D11 

BLASTN 

g4159707 

273 

1.0e-152 

454 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJK13, complete sequence 

151277 

LIB3175-056-P1-K1-D2 

BLASTX 

gl922937 

644 

1.0e-67 

126 

100 

(AC000106) Similar to Glycine SRC2 (gb_AB000130 ) . ESTs 
gb_H76869,gb_T21700, gb_ATTS5089 come from this gene. 
[Arabidopsis thaliana] 

151278 

LIB3175-056-P1-K1-D3 

BLASTX 

g2160169 

349 

6.0e-33 

126 

56 

(AC000132) No definition line found [Arabidopsis thaliana] 
151279 

LIB3175-056-P1-K1-D4 



19345 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3292829 

209 

2.0e-16 

82 
55 

(AL031018) putative protein [Arabidopsis thaliana] 
151280 

LIB3175-056-P1-K1-D5 

BLASTX 

gll2681 

647 

7.0e-68 

151 

83 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 



Seq. No. 




beq. ID 




Method 


BLASTN 


NCBI GI 


g3510343 


BLAST score 


428 


E value 


0 . 0e+00 


Match length 


428 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MJC20, complete sequence [Arabidopsis thaliana] 


Seq. No. 


151282 


Seq. ID 


LIB3175-056-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4678349 


BLAST score 


678 


E value 


2.0e-71 


Match length 


151 


% identity 


29 


NCBI Description 


(AL049659) putative protein [Arabidopsis thaliana] 


Seq. No. 


151283 


Seq. ID 


LIB3175-056-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3668175 


BLAST score 


677 


E value 


2.0e-71 


Match length 


145 


% identity 


89 


NCBI Description 


(AB006778) vegetative storage protein [Arabidopsis 




thaliana] 


Seq. No. 


151284 


Seq. ID 


LIB3175-056-P1-K1-E10 


Method 


BLASTX 



19346 



© 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4725950 
274 

4.0e-24 

129 

50 

(AL049730) putative Phospholipase D [Arabidopsis thaliana] 
>gi_4725951_emb_CAB41722.1_ (AL04 9730) putative 
proline-rich protein [Arabidopsis thaliana] 



151285 

LIB3175-056-P1-K1-E11 

BLASTX 

g2623962 

668 

2.0e-70 

144 

86 

(Y12540) isocitrate dehydrogenase 
graveolens] 



(NADP+) [Apium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



151286 

LIB3175-056-P1-K1-E12 

BLASTX 

g4033467 

189 

3.0e-14 

36 

100 

ARGININE/SERINE-RICH SPLICING FACTOR RSP31 
>gi_1707366_emb_CAA67798_ (X99435) splicing factor 
[Arabidopsis thaliana] 

151287 

LIB3175-056-P1-K1-E4 

BLASTX 

g2979559 

276 

2.0e-24 

60 

87 

(AC003680) putative DNA binding protein [Arabidopsis 
thaliana] 

151288 

LIB3175-056-P1-K1-E5 

BLASTX 

g4567269 

607 

3.0e-63 

133 

91 

(AC006841) unknown protein [Arabidopsis thaliana] 
151289 

LIB3175-056-P1-K1-E6 

BLASTX 

g464986 



19347 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



733 

6.0e-78 

137 

99 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 (UBIQUITIN-PROTEIN 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi__349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151290 

LIB3175-056-P1-K1-E7 

BLASTX 

g3947448 

346 

1.0e-32 

151 

47 

(AL033535) cDNA EST yk301fl.5 comes from 
EST yk475f6.3 comes from this gene; cDNA 
comes from this gene; cDNA EST yk475f6.5 
gene; cDNA EST yk499g5.5 comes from this 
[Caenorhabdi. . . >gi_3947543_emb_CAA88952_ 
yk301fl.5 comes from this gene; cDNA EST 
from this gene; cDNA EST yk301fl.3 comes 
cDNA EST yk475f6.5 comes from this gene; 
comes from this gene [ Caenorhabdi ti 



this gene; cDNA 
EST yk301fl.3 
comes from this 
gene 

(Z4 9127) cDNA EST 
yk475f6.3 comes 
from this gene; 
cDNA EST yk4 99g5.5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151291 

LIB3175-056-P1-K1-E9 

BLASTX 

g2244981 

262 

9.0e-23 

113 

49 

(Z97340) similarity to proline-rich protein APG - 
Arabidopsis [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151292 

LIB3175-056-P1-K1-F1 

BLASTN 

g3406034 

213 

1.0e-116 

418 

98 

BAC F18A17 from chromosome V containing TINY at 60.5 cM, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 



151293 



19348 



o 



Ofcrv^ > X Lf 


LIR3175-056-P1-K1-F10 


Mat" Vi nH 


RT.ASTX 


NCBI GI 


g2505874 


BLAST score 


705 


E value 


Q Ho-7 S 


jxisticn lengtn 


1 "37 


% identity 




lnL/Jj! uescriptiUii 


f VI 977 f-^ nn+zat 1 n T70 Vi naiP r&v^hi Hoti^ 1 L thsl 1 an^i 1 
^xi6 / ' O / pULdLJ-Vc j\.Xlici.o C l,tix ctjuxuiu'^/io x o Liiaixaiiaj 


o e q . in o . 


1 SI 9Qd 


Q prr Tn 


LIB3175-056-P1-K1-F11 


1 it- L. 1 ivJVX 


BLASTX 

lilt r-i t i x 


MpnT (IT 




BLAST score 


146 


E value 


2.0e-09 




J u 


^ luentity 




1NU.D1 Ucscription 


f AT.D "31 "3 9 £1 ^ nvQf/ainp nrntpi n^iQP — 1 i nmfpi n T AT*ab»irlot!)si: 




U 11CL J L GL1 id J 


Car, \T/-\ 


1 S1 9QS 


otsq . ±u 


T.TR^I 7 S-fiSfi-PI -K1 -F1 9 

L1DJ1 / J v J U IT x rv_i_ r X£. 




DiirtO J. In 




y *1 UJJ 


BLAST score 


362 


E value 


0.0e+00 


Match length 




% identity 




NCBI Description 


AraDiaopsis tnanana genomic uinA/ cnroiLiosome ±/io cione 






becj. JNO . 


1 SI 9 Q£ 


36(1* lLf 


JjIDJI / J U JD JTX JCVX £ J 






NCBI GI 


g3668086 


BLAST score 


223 


E value 


^1 . Uc xO 


Match length 




% identity 




LNODl UcDUiiptlOu 


\ri^UUri wD / ) U.iift.IlUWll L^x w u crxii [fiiaJjiuu^oio uiia.xxa.iia j 


beg. lno. 


1 SI 9Q7 


C prr TP) 
JCl^i XJJ 


U1DJX / -J U IT X XVX i. 1 


ft/To 4" rs s\ 


OXxriO JL z\ 


\I/~ , 'QT CT 


gfiouoxox 


BLAST score 


196 


E value 


5.0e-15 


Match length 


1 /t 1 

14 X 


% identity 


jU 


iMObi uescription 


cuiim l -^gi i4-?oi?UD sp yijDiD L/U1i1 nui v xH.LN ^uxjj_ixln nunujjuu 




^mT.-l \ >rri T^P11149 TnSR^087> H^-rnT,~1 FHomo saniensl 


Seq. No. 


151298 


Seq. ID 


LIB3175-056-P1-K1-F5 


Method 


BLASTN 


NCBI GI 


g3193282 


BLAST score 


452 



19349 



0 



F. lnp 


0 . Oe+00 


iid Lbll X V-.ii.V-j L,ll 


460 


O X VXCii l_.-LL._y 


100 


LH \*i J—i X i-/ w O \_- J L. Jk-f <— X. ^/1X 


Arabidopsis thaliana BAC T14P8 




1 51 9QQ 




LIB3175-056-P1-K1-F6 


1 JC L11UU, 


BLASTN 




a 3702729 


BLAST score 


140 


E value 


9.0e-73 


L Id L, Oil X Cliy L.11 


401 


o lucni — l l. _y 


98 




Arab i don is thaliana aenomic DNA. chromosome 5# TAC 




K2A11, complete sequence [Arabidopsis thaliana] 


Cart VT/-x 


1 51 ^00 


O Cv^ • X JL/ 


LIB3175-056-P1-K1-F7 


IMC UIIW-J. 


RT.ASTX 


NCBI GI 


g4539465 


BLAST score 


138 


TP ttss 1 no 


1 np-^i 


L v Ja.X-L.Xl X*=l iyi.il 




x> lUcilLlLy 


Q1 

-7X 


NPRT Dp^rri nt i on 


(AL04 9500) putative protein [Arabidopsis thaliana] 


O ,->. <r tdr\ 

oec]. ino . 


1 51 "3D1 


Con yn 


T.TR31 7 5-056-P1-K1-F8 

LtXDJX / J £ X IV X X U 


LrlfcS LiiUvX 


oxxrio x z\ 


NCBI GI 


gl755162 


BLAST score 


640 


ili V cl_L Lit: 




ixiciucn xenydi 


1 






IN^XjX UcoOIlLILlUii 


^H751Q9\ rro-rm i rt — 1 i Vp nrnfpin f Arabi rinn^"] «? thaliana! 

\\J t JX J UCi illX X i J L JS.™ pxULCXli [fll uUXUw]JOXi9 L.iiaxxai ia j 




1 51 "309 




LIR3175-056-P1-K1-F9 

XIXD J X I *J \J \J X J. XV X X ^ 




RT.A9TY 


NCBI GI 


g4741952 


BLAST score 


679 


TP T7 0 1 no 

J-j Va.XLJ.t3 


X • VJC / X 


riaLUl XfcrllyLil 




xcj.exn-.xi_y 


7fi 




OWl Idl 9 T.hrb^ nrntpin T Arabidonsis thaliana! 

\ r\H 1 Jt It, U j Xj J. l v->X> jJiUlxClli |_ fix ciiw'x ^xv^^j o x o Liiuxxaiia j 




i 51 ^n^ 


OCIJ • XU 1 


T.TR^I 75-OSfi-Pl -K1 -GI 

XlXOJX r \J *J \J XT X XXX vJ X 




RT.A9TX 
DxiriiJ x Zi. 


NCBI GI 


g3914658 


BLAST score 


645 


E value 


l.Ge-67 


Match length 


146 


% identity 


87 


NCBI Description 


SOS RIBOSOMAL PROTEIN L24, CHLOROPLAST PRECURSOR 



>gi_1694974_emb_CAA70851_ (Y09635) plastid ribosomal 
protein [Arabidopsis thaliana] 



19350 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151304 

LIB3175-056-P1-K1-G11 

BLASTX 

g4741952 

709 

4.0e-75 

136 
75 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
151305 

LIB3175-056-P1-K1-G2 

BLASTX 

gl706772 

788 

2.0e-84 

148 
100 

FARNESYL- DIPHOSPHATE FARNESYLTRANSFERASE (SQUALENE 
SYNTHETASE) (SQS) (SS) {FPP:FPP FARNESYLTRANSFERASE) 

>gi_1076324_pir S54251 farnesyl-diphosphate 

farnesyltransf erase (EC 2.5.1.21) - Arabidopsis thaliana 
>gi_798820_emb_CAA60385_ (X86692) farnesyl-diphosphate 
farnesyltransferase [Arabidopsis thaliana] 
>gi_806325_dbj_BAA06103_ (D29017) squalene synthase 
[Arabidopsis thaliana] >gi_2232212 (AF004560) squalene 
synthase 1 [Arabidopsis thaliana] 

>gi_3096933_emb_CAA18843.1_ (AL023094) farnesyl-diphosphate 
farnesyltransferase [Arabidopsis thaliana] >gi_4098519 
(U79159) squalene synthase [Arabidopsis thaliana] 

151306 

LIB3175-056-P1-K1-G3 

BLASTX 

g2497886 

289 

6.0e-26 

53 

98 

METALLOTHIONE IN-LIKE PROTEIN 2B (MT-2B) 

>gi_1361999_pir S57862 metallothionein 2b - Arabidopsis 

thaliana >gi_1086463 (U11256) metallothionein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151307 

LIB3175-056-P1-K1-G4 

BLASTX 

g2494275 

250 

2.0e-21 

75 
60 

ELONGATION FACTOR P (EF-P) >gi_1399829 
factor P [Synechococcus PCC7942] 



(U59235) elongation 



Seq. No. 



151308 



19351 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-056-P1-K1-G6 

BLASTN 

g3059018 

41 

1.0e-13 

453 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F1C12 
(ESSAII project) 



151309 

LIB3175-056-P1-K1-G8 

BLASTX 

g2781394 

239 

5.0e-20 

108 

52 

(U70424 ) O-methyltransf erase 



1 [Arabidopsis thaliana] 



151310 

LIB3175-056-P1-K1-H1 

BLASTN 

g3985958 

312 

1.0e-175 

428 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZN1, complete sequence [Arabidopsis thaliana] 

151311 

LIB3175-056-P1-K1-H10 

BLASTX 

g4544399 

475 

8.0e-48 

132 

64 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



151312 

LIB3175-056-P1-K1-H11 

BLASTX 

g!107501 

402 

4.0e-39 

99 

83 

(X91954) orf [Arabidopsis thaliana] >gi__3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

151313 

LIB3175-056-P1-K1-H12 



19352 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl363487 

422 

8.0e-42 

85 

100 

IAA7 protein - Arabidopsis thaliana >gi_972917 
IAA7 [Arabidopsis thaliana] 



(U18409) 



151314 

LIB3175-056-P1-K1-H2 

BLASTX 

g2462749 

147 

3.0e-09 

107 
32 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151315 

LIB3175-056-P1-K1-H3 

BLASTX 

g2911057 

636 

1.0e-66 

124 

100 

(AL021961) caffeoyl-CoA O-methyltransf erase - like protein 
[Arabidopsis thaliana] 

151316 

LIB3175-056-P1-K1-H5 

BLASTX 

gll07501 

199 

1.0e-15 

84 
46 

(X91954) orf [Arabidopsis thaliana] >gi_3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H76594, gb_AA597972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 



151317 

LIB3175-056-P1-K1-H7 

BLASTX 

g481914 

608 

2.0e-63 

120 

93 

glutamate — ammonia ligase (EC 6.3.1, 
>gi_4 3 64 22_emb_CAA5 4 15 1 . 1_ (X7 67 3 6 ) 
napus] 



2) - rape 

glutamine [Brassica 



Seq. No* 



151318 



19353 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-056-P1-K1-H9 

BLASTX 

g4587549 

320 

1.0e-29 

59 

100 

(AC006577) Similar to gb_U558 61 RNA binding protein 
nucleolysin (TIAR) from Mus musculus and contains several 
PF_00076 RNA recognition motif domains. ESTs gb_T21032 and 
gb_T44127 come from this gene. [Arabidopsis t 

151319 

LIB3175-057-P1-K1-A1 

BLASTX 

g2146727 

515 

2.0e-55 

123 

97 

cinnamyl-alcohol dehydrogenase {EC 1.1.1.195) CADI - 
Arabidopsis thaliana (fragment) >gi_598069 (L37884) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 



Seq. No. 


151320 




Seq. ID 


LIB3175-057- 


■P1-K1-A10 


Method 


BLASTX 




NCBI GI 


gl871185 




BLAST score 


232 




E value 


3.0e-19 




Match length 


62 




% identity 


77 




NCBI Description 


(U90439) seven in absentia isolog 


Seq. No. 


151321 




Seq. ID 


LIB3175-057- 


-P1-K1-A11 


Method 


BLASTN 




NCBI GI 


g4249393 




BLAST score 


266 




E value 


1.0e-148 




Match length 


274 




% identity 


99 




NCBI Description 


Arabidopsis 


thaliana chromosome i: 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151322 

LIB3175-057-P1-K1-A12 

BLASTX 

gl707013 

222 

4.0e-18 

90 

50 

(U78721) Brassica napus hypothetical protein 2 isolog 
[Arabidopsis thaliana] 



Seq. No. 



151323 



19354 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-057-P1-K1-A2 

BLASTN 

g598070 

51 

4.0e-20 

83 

90 

Arabidopsis thaliana cinnamyl alcohol dehydrogenase (CADI) 
gene, complete cds 

151324 

LIB3175-057-P1-K1-A4 

BLASTX 

gl001294 

264 

5.0e-23 

104 

42 

(D64006) hypothetical protein [Synechocystis sp.] 
151325 

LIB3175-057-P1-K1-A6 

BLASTX 

g3269293 

259 

2.0e-22 

95 

57 

(AL030978) putative protein [Arabidopsis thaliana] 
151326 

LIB3175-057-P1-K1-A7 

BLASTX 

g2146727 

328 

7.0e-31 

67 
100 

cinnamyl-alcohol dehydrogenase (EC 1.1.1.195) CADI - 
Arabidopsis thaliana (fragment) >gi_598069 (L37884) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151327 

LIB3175-057-P1-K1-A8 

BLASTX 

g3033400 

402 

3.0e-39 
78 
91 

(AC004238) 
thaliana] 



putative Ser/Thr protein kinase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



151328 

LIB3175-057-P1-K1-B1 

BLASTX 

g3212879 



19355 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



593 

1.0e-61 

142 
85 

(AC004005) putative ribosomal protein L7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151329 

LIB3175-057-P1-K1-B10 

BLASTX 

gll68256 

679 

1.0e-71 

142 

94 

ASPARTATE AMINOTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(TRANSAMINASE A) >gi_693688 (U15026) aspartate 

aminotransferase [Arabidopsis thaliana] >gi_3201622 
(AC004669) aspartate aminotransferase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151330 

LIB3175-057-P1-K1-B2 

BLASTN 

g472876 

75 

2.0e-34 

123 

90 

A. thaliana mRNA for plasma membrane intrinsic protein 2a 
151331 

LIB3175-057-P1-K1-B3 

BLASTX 

gll5783 

619 

1.0e-64 

128 

93 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



151332 

LIB3175-057-P1-K1-B4 

BLASTN 

g2462076 

443 

0.0e+00 

451 

100 

A. thaliana mRNA for oxal-like gene 
151333 

LIB3175-057-P1-K1-B6 
BLASTX 



19356 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq." ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl!84075 
251 

2.0e-21 

148 

3 

(U42444) Cf-2.1 

>gi_1587673_prf_ 

esculentum] 



[Lycopersicon pimpinellif olium] 
2207203A Cf-2 gene [Lycopersicon 



151334 

LIB3175-057-P1-K1-B8 

BLASTX 

g2499236 

314 

2.0e-40 

113 

77 

NADH- PLAS TOQU I NONE OXIDOREDUCTASE CHAIN 1, CHLOROPLAST 
>gi_1419474_emb_CAA66944_ (X98298) ndhA [Arabidopsis 
thaliana] 

151335 

LIB3175-057-P1-K1-B9 

BLASTX 

g4505337 

281 

3.0e-25 

92 

59 

nucleotide binding protein 1 (E.coli MinD like) 
>gi_1709232_sp_P53384_NBP__HUMAN NUCLEOTI DE-BINDING PROTEIN 

(NBP) >gi_1082661_pir JC4010 nucleotide-binding protein - 

human >gi_515644 (U01833) putative nucleotide-binding 
protein [Homo sapiens] 

151336 

LIB3175-057-P1-K1-C1 

BLASTX 

g3273751 

617 

2.0e-64 

143 

85 

(AF061518) manganese superoxide dismutase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151337 

LIB3175-057-P1-K1-C10 

BLASTX 

g!170897 

400 

7.0e-58 

146 

83 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 

>gi_1076276_pir S52039 NAD-malate dehydrogenase - cucumber 

>gi_695311 (L31900) glyoxysomal malate dehydrogenase 



19357 



II 



[Cucumis sativus] 





1 M 

1 J1JJO 


Seq. ID 


LIB3175-057-P1-K1-C2 


Method 


BLASTX 




gi / uziou 


BLAST score 


/ z y 


E value 


z . ue- / / 


jyiaucn xengun 


1 RO 


% identity 


QT 

o / 


NCBI Description 


f Tl A QQ1 Q \ 1 ti-r\^r\ "1 cT7n+*h a oo 




1 jlJJ j 


beq. 1U 


1j±I5jX / J VJ J / JT-L IV-L ^ J 


Method 


BLASTX 


NCBI GI 


g4204285 


cLiAbi score 


/AO 
ft U 0 


E value 


c; fin- A n 

d * ue 4 u 


Match length 


QQ 


■tj luenLity 


/ o 


NCBI Description 


tAHJUouz / ) ±c± pn seq ino 




[AraoiuOpsis rnaiianaj 


oeq. JNO. 




Seq. ID 


LIB3175-057-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


gouoo / 1 J 


BLAST score 




E value 


4 . Oe-66 


Match length 




% identity 


A A 


NCBI Description 


(AtU4yzjD; unjcnown [Araoi 


Seq. No. 


151341 


Seq. ID 


LIB3175-057-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4455223 


BLAST score 


381 


E value 


1.0e-36 


Match length 


73 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



51 

(AL035440) putative DNA binding protein [Arabidopsis 
thaliana] 

151342 

LIB3175-057-P1-K1-C6 

BLASTX 

g2454182 

537 

5.0e-55 

146 

75 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 

151343 

LIB3175-057-P1-K1-C7 



19358 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3859560 

176 

1.0e-12 

96 

41 

(AF098668) acyl-protein thioesterase [Homo sapiens] 
>gi_4581413_emb_CAB40158.1_ (AL031295) dJ886K2.4 
(acyl-protein thioesterase) [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151344 

LIB3175-057-P1-K1-D1 

BLASTX 

g3702321 

727 

3.0e-77 

139 
56 

(AC005397) putative TGF-beta receptor interacting protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151345 

LIB3175-057-P1-K1-D10 

BLAST N 

g2160132 

56 

6.0e-23 

112 

88 

Sequence of BAC F19K23 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151346 

LIB3175-057-P1-K1-D12 

BLASTX 

g2623962 

379 

1.0e-36 

81 

90 

(Y12540) isocitrate dehydrogenase 
graveolens] 



{ NADP-f ) [Apium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151347 

LIB3175-057-P1-K1-D3 

BLASTX 

g4063751 

217 

2.0e-17 

118 

40 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD21495.1__ (AC006929) putative white 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



151348 

LIB3175-057-P1-K1-D4 



19359 





li/tn 4- Vm r-K y-J 

Metnoa 


DT 7\ QTY 

JdIiAo 1A 




NCBI GI 


g4581156 




BLAST score 


702 




E value 


9 Ho— 1A 

d. • ue / fi 




Match length 


1 A Q 

14o 




% identity 






jnldi uescripLion 


(arriflfiQi nni-^f i w rwrnvat p kinase TArabidoosis thalianal 




Seq. No. 


1 CI O/Q 




beq. iu 


LJ.DJ1 / O UJ / i: -L JaJL Uj 




Method 






NCBI GI 


gJUz Jo4 o 




BLAST score 


529 




E value 


A ft-, c a 

4 . ue-o4 




Match length 


116 




% identity 


33 




NCBI Description 


priTiMT kit? KTT1PT TTPiTTHF— RTWnTTvI^ PROTFTKT RFTA ^nRITNTT— LIKE 




ddatcth /r«m_/in du 1 Du 1 anvTKF— nTrp'FNrri'F'KiT protftm ARPA.^ 

tri\\J LsLtJ-vi \ Vv U — f± U r\iii xr Hifi. 1 HUAi ln uEj JriLDiiJiijiN 1 xr r\w i £j1J.n nuun; 






>gi zibyuyo (U//jo1J wu 4U repeat procexn LKraJjiu-opo-Lo 






Lllallallcl J 




Seq. No. 


1 IRA 




o sis* t rs 

beq. xu 


JjIDjI / j Uj / rl J\l wo 




Method 






NCBI GI 


g4512675 


m 


BLAST score 


591 




E value 


z . ue— 01 




Match length 


IOC 

loo 




% identity 


81 




NCBI Description 


^ALUUuy Jl j pULaUlve Citrate Sylltnabc L""£- aJJXUUptJJ-o Liia±xaiiaj 




Seq. No. 


1 CI OCT 

151351 




Seq. ID 


liloJl / j - Uj / r 1 J\l JJ / 


L. 


Method 


TIT T\ omv 

BLASTX 




NCBI GI 


g4zU4Z / 4 




BLAST score 


631 




E value 


5.0e-66 




Match length 


ion 
IzU 


Pi 


% identity 


ri c 

95 




NCBI Description 


(ACUU4l4o) riJDUlose oispnospnaue carDOxyiase f sinan buuuniL 


,1=4 




[Araoiuopsis x.naiianaj 




Seq. No. 


T C1 ICO 




beq. ID 


T T"D*3T T^-flRl-DI — — TT1 1 

LIdjI /D UO /~irl™*r\.l HiX± 




Method 


DT AQTM 




NCBI GI 


g4 loy / lu 




BLAST score 


180 




E value 


1.0e-96 




Match lengtn 


'sen 




% identity 


y / 




NCBI Description 


Arabidopsis thaliana genomic DNA f chroiriosome 5, PI clone: 






jxtouzj/ coinpiete sequence 




Seq. No. 


151353 




Seq. ID 


LIB3175-057-P1-K1-E12 




Method 


BLASTN 




NCBI GI 


g4335744 



19360 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



262 

1.0e-145 

399 

99 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



151354 

LIB3175-057-P1-K1-E2 

BLASTX 

g3337095 

447 

2.0e-44 

141 

62 

(ABO 16206) polygalacturonase 



inhibitor (PGIP) [Citrus iyo] 



151355 

LIB3175-057-P1-K1-E3 

BLASTN 

g2656024 

180 

1.0e-96 

408 

97 

Arabidopsis thaliana genomic DNA, 
K15E6 



chromosome 5, TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



151356 

LIB3175-057-P1-K1-E4 

BLASTX 

g2129579 

718 

3.0e-76 

137 

99 

Dwarfl protein - Arabidopsis thaliana >gi_516043 (U12400) 
Dwarf 1 [Arabidopsis thaliana] 

151357 

LIB3175-057-P1-K1-E7 

BLASTX 

g2160133 

384 

5.0e-37 

91 

87 

(AC000375) Strong similarity to Arabidopsis 
gb_X91953,F19K23.3,F19K23.15. ESTs 

gb_T21984,gb_ATTS0219, gb_ATTS0207, gb__T21984 come from this 
gene. [Arabidopsis thaliana] 

151358 

LIB3175-057-P1-K1-E8 

BLASTX 

g3894183 

458 



19361 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-46 

130 
74 

(AC005662) calmodulin-like protein [Arabidopsis thaliana] 
151359 

LIB3175-057-P1-K1-E9 

BLASTX 

g3511285 

311 

2.0e-28 

113 

51 

(AF081534) 
tremula] 



cellulose synthase [Populus alba x Populus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151360 

LIB3175-057-P1-K1-F1 

BLASTX 

gl20669 

314 

3.0e-29 

64 

91 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66014_pir DEJMG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb_CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

151361 

LIB3175-057-P1-K1-F10 

BLASTN 

g4510360 

271 

1.0e-151 

372 

97 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



151362 

LIB3175-057-P1-K1-F11 

BLASTX 

g4538897 

659 

3.0e-69 

130 

100 

(AL049482) AXllOP-like protein [Arabidopsis thaliana] 
151363 

LIB3175-057-P1-K1-F2 

BLASTX 

gll5783 

686 

2.0e-72 
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II 



Match length 

% identity 

NCBI Description 



137 
96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 


151364 


Seq. ID 


LIB3175-057-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl666171 


BLAST score 


592 


E value 


2.0e-61 


Match length 


130 


% identity 


82 


NCBI Description 


(Y09105) unknown [Nicotiana plumbaginif olia] 


Seq. No. 


151365 


Seq. ID 


LIB3175-057-P1-K1-F5 


Method 


BLASTN 


NCBI GI 


g2351062 


BLAST score 


145 


E value 


6.0e-76 


Match length 


220 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



151366 

LIB3175-057-P1-K1-F9 

BLASTN 

g4757392 

159 

3.0e-84 

187 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
K14A17, complete sequence 

151367 

LIB3175-057-P1-K1-G1 

BLASTX 

g3395938 

578 

8.0e-60 

126 
90 

(AF076924) polypyrimidine tract-binding protein homolog 
[Arabidopsis thaliana] 

151368 

LIB3175-057-P1-K1-G2 

BLASTX 

g2129609 

372 

1.0e-35 
123 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



67 

HD-ZIP protein - Arabidopsis thaliana 

>gi_1212757_emb_CAA91183_ (254356) HD-ZIP [Arabidopsis 
thaliana] 

151369 

LIB3175-057-P1-K1-G3 

BLASTX 

g!170505 

547 

4.0e-56 

105 

100 

EUKARYOTIC INITIATION FACTOR 4A-2 (EIF-4A-2) 

>gi_322504_pir JC1453 translation initiation factor 

eIF-4A2 - Arabidopsis thaliana >gi_16556_emb_CAA4 618 9_ 
(X65053) eukaryotic translation initiation factor 4A-2 
[Arabidopsis thaliana] >gi_4585969_gb__AAD25605 . 1_AC005287_7 
(AC005287) Eukaryotic Initiation Factor 4A-2 [Arabidopsis 
thaliana] 

151370 

LIB3175-057-P1-K1-G6 

BLASTX 

g542157 

631 

5.0e-66 

148 

81 

ribosomal 5S RNA-binding protein - Rice 
151371 

LIB3175-057-P1-K1-G7 

BLASTN 

g4589446 

120 

e.Oe-61 

302 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
T12B11, complete sequence 

151372 

LIB3175-057-P1-K1-G8 

BLASTN 

g3687221 

382 

O.Oe-f-OO 

406 

99 

Arabidopsis thaliana chromosome II BAC F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151373 

LIB3175-057-P1-K1-G9 

BLASTX 

g4432856 
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© 



BLAST score 
E value- 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

S value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



60 

1.0e-77 

149 

98 

(AC006300) putative 2A6 protein [Arabidopsis thaliana] 
151374 

LIB3175-057-P1-K1-H11 

BLASTN 

g4589950 

46 

6.0e-17 

82 
89 

Arabidopsis thaliana chromosome II BAC T28P16 genomic 
sequence, complete sequence 

151375 

LIB3175-057-P1-K1-H12 

BLASTX 

g2981475 

335 

2.0e-31 

95 
66 

(AF053084) putative cinnamyl alcohol dehydrogenase [Malus 
domestical 

151376 

LIB3175-057-P1-K1-H2 

BLASTX 

g2497886 

300 

3.0e-27 

54 

100 

METALLOTHIONE IN-LIKE PROTEIN 2B (MT-2B) 

>gi_1361999_pir S57862 metallothionein 2b - Arabidopsis 

thaliana >gi_1086463 (U11256) metallothionein [Arabidopsis 
thaliana] 

151377 

LIB3175-057-P1-K1-H4 

BLASTX 

g4193388 

503 

5.0e-51 

134 

74 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 

151378 

LIB3175-057-P1-K1-H8 

BLASTX 

g2335099 

385 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



3.0e-37 

115 

61 

(AC002339) unknown protein [Arabidopsis thaliana] 
151379 

LIB3175-058-P1-K1-A1 

BLASTX 

g4581109 

444 

2.0e-45 

111 

86 

(AC005825) unknown protein [Arabidopsis thaliana] 
151380 

LIB3175-058-P1-K1-A2 

BLASTX 

g3386597 

403 

2.0e-39 

79 

96 

(AC004665) unknown protein [Arabidopsis thaliana] 
>gi_3702347 (AC005397) putative permease [Arabidopsis 
thaliana] 

151381 

LIB3175-058-P1-K1-A3 

BLASTN 

g2342717 

124 

2.0e-63 

218 

94 

Arabidopsis thaliana chromosome II BAC T14G11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151382 

LIB3175-058-P1-K1-A5 

BLASTX 

g4063751 

214 

4.0e-17 

131 

42 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD21495.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 

151383 

LIB3175-058-P1-K1-A7 

BLASTN 

g3461810 

308 

1.0e-173 

395 



19366 



% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Arabidopsis thaliana chromosome II BAC T17M13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151384 

LIB3175-058-P1-K1-A8 

BLASTX 

g529353 

196 

4.0e-15 

56 
59 

(U12757) diphenol oxidase [Acer pseudoplatanus] 
151385 

LIB3175-058-P1-K1-B1 

BLASTX 

g3851636 

4 95 

4.0e-50 

124 

74 

(AF098519) unknown [Avicennia marina] >gi_4 128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 

151386 

LIB3175-058-P1-K1-B10 

BLASTX 

g4206206 

657 

4.0e-69 

139 

91 

(AF071527) putative M-type thioredoxin [Arabidopsis 
thaliana] >gi_4263039_gb_AAD15308_ (AC005142) putative 
M-type thioredoxin [Arabidopsis thaliana] 

151387 

LIB3175-058-P1-K1-B11 

BLASTX 

g464662 

213 

5.0e-17 

105 

48 

CHLOROPLAST 31 KD RIBONUCLEOPROTEIN PRECURSOR (RNA-BINDING 
{RNA-BINDING PROTEIN 1) 
_S28057 RNA-binding protein RNP-T - 
Arabidopsis thaliana >gi_16490_emb_CAA4 6347_ (X65255) 
RNA-binding protein [Arabidopsis thaliana] >gi_387569 
(M94554) 31 kDa RNA binding protein [Arabidopsis thaliana] 
>gi_475718 (U08467) RNA-binding protein 1 [Arabidopsis 
thaliana] >gi_4220513_emb_CAA22986_ (AL035356) RNA-binding 
protein RNP-T precursor [Arabidopsis thaliana] 

>giJ737169_prf 1921382A RNA-binding protein [Arabidopsis 

thaliana] 



PROTEIN RNP-T) 
>gi_282884_pir_ 
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il 



Seq. No. 151388 

Seq. ID LIB3175-058-P1-K1-B12 

Method BLASTX 

NCBI GI g99735 

BLAST score 743 

E value 3.0e-79 

Match length 145 

% identity 97 

NCBI Description L-ascorbate peroxidase (EC 1.11.1.11) precursor - 
Arabidopsis thaliana (fragment) 

Seq. No. 151389 

Seq. ID LIB3175-058-P1-K1-B2 

Method BLASTX 

NCBI GI g3212866 

BLAST score 260 

E value 1.0e-22 

Match length 78 

% identity 67 

NCBI Description (AC004005) unknown protein [Arabidopsis thaliana] 

Seq. No. 151390 

Seq. ID LIB3175-058-P1-K1-B3 

Method BLASTX 

NCBI GI gl!72872 

BLAST score 455 

E value 2.0e-45 

Match length 88 

% identity 100 

NCBI Description CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj JBAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB3882 9.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

Seq. No. 151391 

Seq. ID LIB3175-058-P1-K1-B4 

Method BLASTX 

NCBI GI - g2832359 

BLAST score 306 

E value 7.0e-28 

Match length 79 

% identity 82 

NCBI Description (Y14072) HMG protein [Arabidopsis thaliana] 

Seq. No. 151392 

Seq. ID LIB3175-058-P1-K1-B5 

Method BLASTX 

NCBI GI g4056469 

BLAST score 608 

E value 3.0e-63 

Match length 119 

% identity 99 

NCBI Description (AC005990) Strong similarity to gb_M95166 ADP-ribosylatxon 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb R90191, gb_N65697 / gb_AA713150, gb_T46332, gb_AA040967, 



19368 



gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

-% identity 

NCBI Description 



151393 

LIB3175-058-P1-K1-B6 

BLASTX 

g544425 

417 

6.0e-41 

82 
99 

GLYCINE-RICH RNA-BINDING PROTEIN 8 (CCR1 PROTEIN) 

>gi_419756_pir S30148 glycine-rich protein (clone AtGRP8) 

- Arabidopsis thaliana >gi_16305_emb_CAA78712_ (Z14988) 
glycine rich protein [Arabidopsis thaliana] >gi_166658 
(L04171) ORF [Arabidopsis thaliana] >gi_166839 (L00649) 
RNA-binding protein [Arabidopsis thaliana] 



Seq. No. 


151394 


Seq. ID 


LIB3175-058-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g3935156 


BLAST score 


399 


E value 


3.0e-43 


Match length 


110 


% identity 


77 


NCBI Description 


(AC005106) T25N20.20 


Seq. No. 


151395 


Seq. ID 


LIB3175-058-P1-K1-B8 


Method 


BLASTN 


NCBI GI 


g3510343 


BLAST score 


196 


E value 


1.0e-106 


Match length 


460 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 



[Arabidopsis thaliana] 



PI clone: 



MJC20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151396 

LIB3175-058-P1-K1-B9 

BLASTX 

g2827143 

274 

2.0e-24 

79 

73 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



151397 

LIB3175-058-P1-K1-C1 

BLASTX 

gl709798 

508 

1.0e-51 
133 
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% identity 

NCBI Description 



81 

26S PROTEASE REGULATORY SUBUNIT 6B HOMOLOG >gi_1155334 
(U43398) POTATP1 [Solanum tuberosum] 





Seq. No. 


151398 




Seq. ID 


LIB3175-058-P1-K1-C10 




1X1© L I 1UU 


RT.ASTX 

i_j.__ut_._j J- -i. 




JNUtSX bl 












tra 1 no 
Hi VC--LU.G 


8 Op-33 




lYlaLCIl xeliy Lit 


1 1 1 




% identity 


77 






(AO006081} mutative 26S Protease 






l_lldX JLCL11CL J 




Seq. No, 


151399 




C Drr TP) 
Oct} . X D 


T.TR317 5-058-P1-K1-C11 




Method 


RT 

D__i_-_0 1 _\ 






y __, Ofi __. /jj 






1,12 




iii value 






fiaxcn lengLii 








83 




1NU.DX UeoOX. ±p LxU-l 


fAPnn?^41^ unknown nrotein [Arab 




Seq. No. 


151400 




Seq. ID 


LIB3175-058-P1-K1-C12 


w 


r.einou 


RT.A9TN 




LnUdx ul 


nA Rfl7fi_l1 
y . jo / un 




r>j_iAbi score 


4 A 
4 ft 




TP tt ^ 1 n 


X ■ UC X <J 


y - 


Matcn xengi-n 


DO 




% identity 


_7X 




NCBI Description 


Arabidopsis thai i ana chromosome 






sequence, complete sequence 




Seq. No. 


151401 




Seq. ID 


LIB3175-058-P1-K1-C2 




Method 


BLASTX 




NCBI GI 


g4185505 




BLAST score 


461 




E value 


4.0e-46 



4 [Arabidopsis 



I BAC F20D21 genomic 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



112 
78 

(AF101038) nonspecific lipid-transfer protein precursor 
[Brassica napus] 

151402 

LIB3175-058-P1-K1-C4 

BLASTX 

g2244749 

671 

1.0e-70 

132 
99 

(Z97335) hydroxymethyltransferase [Arabidopsis thaliana] 
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.9 per No 


1 si 4fn 


Sea ID 


LIB3175-058-P1 -K1-C5 

XI X ±J w> X J w JU XX i. \ X v> 


Method 


BLASTN 


NCBI GI 


a4757415 


BLAST score 


201 


E value 


1.0e-109 


LldL.V-'ll XCll^ til 


«-> \J *J 


XLi.CiiL.JL L.y 






Z\t*3Vi i H pi'pi c; "! <r 1 *i ana n^n/-vm 1 c* PlMZ\ r^h rnmn c: r\rr\ © R PI pi r\T\ <a • 

.ttX CLJu'XLXLJLJ 0 X O L.iiCLXXCLiiCt vjCl iLJiLL X ULrir\j OiiX LJiLLLJ O Wille <J / X X LvXLJile. 




MYKF91 otttpv 1 pfa oormoriro 
t*i x i 1 * <£. x ^ OL^iULvx e ue oc^uciiut; 




1 SI 404 


Sea ID 


LIB3175-058-P1-K1-C6 

XJ X XJ _7 X / O \J +J \J XX Ul u 


MpthriH 

L 1C U11UU 


RT.A^TX 


NCBI GI 


g2119846 


BLAST score 


657 


E value 


4 * Oe-69 


Match lencrth 


138 


% identity 


90 


NCBI D^scr*! nt i on 


oh 1 OTonh vl 1 a /In— Hi nrH nrr lnTOT'p'in f \;np T rirpmT«!ni* T.VslrsI R9 — 




Arabidopsis thaliana >giJL6364_emb_CAA45790_ (X64460) 




photosystem II type I chlorophyll a /b binding protein 




f Ar*a Hi Hnncji <3 Mnal "i anal ^>rti ^1 9fi9?D ^ZV^ , n^4fl77^ ninr^-f-z-^wci-hfam 
|_.tt.X CiU J-\J.KJjJ 0X0 L-iid. A XciilcL J --*yx OXZ.Ox.OU \nL-UU4 u / / ) puu Luoy O LcILL 




j. a *-yP" -L Lviixux upiiyxx a/jj Dinuiny piOLcin LHxaDiuopsis 




■hVial T anal ^>rrA ^^7^71 fTirTlH/l /I Q1 \ nhnfnoTTof am TT +- ttt>a T 

tnaxxanaj -^gr jjj/j / i ^iiuuu44ioi/ pnoLOsysueiiL 11 type ± 




L-iiiux upiiy xx a./ jj jjxiiu.xiiy piuLcxu l^^"^- l ^*^-'P"---^ Liiaxxdiiaj 


OcC]. 1MO . 




OCLj. • J. U 


XilDJi / J U J O x ± I\X L/X 


Mpt* hoH 


X)XXrt.O X jfi. 


NCBI GI 


g2950210 


BLAST score 


308 


"PI T7a 1 hp 

J—i V &X LLC 


j • u e x. o 


Ma +■ c*]ri 1 pri rri - n 

LlCtUL-ii XeilLJ L,li 




S: "5 CiT> i — 1 "h\7 
O J_Li.eilL.XLy 


i on 


NCRT Hpcirririt"! nn 

i'* V_/J-J X UCOLil^LXUll 


/ Vl S \ Tm"P»PvT*1~ nn a 1 nha — 1 i Vp t^iT"/^"! - pin TZi"K*aV^"i Hnnc 1"hal i anal 
\ liluijy XiLLLJL/X L-Xii CLXLyiiCt X X JVC pXULeXii [nxaUXUUL>OXu) CiiClXXcliiCt J 


Oetj^ • iN(J • 


1 SI 4fi£ 


Cprr TH 

uCv^ ■ XL> 


liiDJi / Z> U^O tx i\X UJ.U 


Mpthoti 


RT.A^TX 


NCBI GI 


g4741952 


BLAST score 


631 


V. "Wa 1 IIP 
J—i V Ci x Lie 


*i • ue t/U 


ilCIL.V_<li LU 


1 1 Q 

X X J 


o XLAeil t L L. y 


74 


NCBI D© ^rrint ion 


fAF1^41?fi^ T.hrh^ nrntpin FArah-5 Hnnq-i q thai i anal 
\nr ijiiio/ xjiiL^XJ J l;xul.cxii L."-- ctuxuupoXD UiiclXXcli id j 


oecj . ino • 


±DX4 U / 


• XL/ 


T TR*^1 7S — OSfi — Pi — TCI —HI 0 
XilDJi / J U JO zL x\X uL£. 


Method 


RT.ASTX 


NCRT QT 

IN X \JX 


rr9Sn01 


BLAST score 


90 


E value 


1.0e-12 


Ma I - *"*h "I dn fri - Vi 
iidUL'ii xeiiy L,ii 


4 Q 


% identity 


88 


NCBI Description 


RAC-LIKE GTP BINDING PROTEIN ARAC4 (GTP BINDING PROTEIN 




R0P2) >gi_1304417 (U45236) Description: rac-like protein; 
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GTP binding protein; Method: conceptual translation 
supplied by author. [Arabidopsis thaliana] >gi_17777 64 
(U49972) GTP binding protein Rop2At [Arabidopsis thaliana] 



Seq. No. 


151408 


Seq. ID 


LIB3175-058-P1-K1-D2 




OXiriO J, IN 








111 

X x X 


J-J V Cl± U.C- 


X . -J-J 


rid Lull Xcliyt-il 


9 ^ n 


15 lQciiiiLy 




lNU>J_tX UCijl I L f-J 1 LU11 


^x ciiJxu.upoxs unaxxana genomic una. 






Seq. No. 


151409 




XjXDOX / j Ujo rl J\l"Uj 


l ie LllUU 


OXtfio 1 A 


IN OCX ul 


g<±oo y jyo 


DxiiTio i score 




E value 


l . Ue-4z 


Match length 


1U4 


^ lQentixxy 


1 4 


il«Oi_)X LfCOUlipiiUIl 


\uoyyi£) asparaginyi enoopeptiaase 


Seq. No. 


151410 


Seq. ID 


LIB3175-058-P1-K1-D4 




"DT TAOTM 
DXxAo I IN 


taX 


~A COQQCQ 

g4ooyy by 


rjixfio i s core 


oU / 


E value 


i . ue— x i /. 


Match length 


ooo 


t> laemnuy 


yo 


1NU.DX uescnption 


Arabidopsis thaliana chromosome II 




sequence, complete sequence 


Seq. No. 


151411 


Seq. ID 


LIB3175-058-P1-K1-D5 


TUT 4— \\ /\ ^4 

rietnoa 


T5T 7\ C rp\7 


KTPRT f^T 
LNL,,DX kji. 


g4 /ooozu 


DijAbi score 


191 


E value 


i • ue~x4 


Match length 


1U4 


% identity 


o 


LNursx uescriptiion 


nect domain ana RLD 2 >gi 4079809 < 




niiii\.v^z [ noiuu sapxensj 


Seq. No. 


151412 


Seq. ID 


LIB3175-058-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2459445 


BLAST score 


299 


E value 


4.0e-27 


Match length 


94 


% identity 


30 



(VmPE-lA) [Vigna mungo] 



BAC F1P15 genomic 



NCBI Description 



(AC002332) 
thaliana] 



putative ribonucleoprotein [Arabidopsis 



19372 



Sea. No. 


151413 


Seq. ID 


LIB3175-058-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4220480 


BLAST score 


299 


ill V CL J_ LLC 




M^1"ph "1 rfh Vi 


136 


% identity 


49 


NPRT f)p<;rrinf i nn 

LN^OX iyCOLi-.LUL.LULi 


( Ziffin^O^iQ , \ nnVnnwn T*i"K*o i t~0"i'n f Z\ vaV^ "i H/^»r"\ o i c; "hhal i anal 
\^\\~f\J\J\J\J\jyj Llll JS.il U Wll |JI \J L CXli j_ r\JL CLkJ J-{J.\J o X O Llld.XXa.llCi J 


Sea No 


151414 


Seq. ID 


LIB3175-058-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl769905 


BLAST score 


477 


J-J V CL J. LLC 


U • L/C 1 O 


riaLLii xtriiy Uii 


1 "36 


o XvJ.ollL.XL._y 


L> o 


NCBI Dp^rrintion 


/ -J j\.ua ^/"i-'x y lvc^ t — \j x uAyycii cvuj. v xny luuiica \ \_/i_«o / 




rflyahi Hnnoi a "H a 1 t anal 
L^XdJJXLiU^JoXo LlldxXdild J 


Sea No 


1S141S 

1J11 X «_/ 


Seq. ID 


LIB3175-058-P1-K1-E1 

J— 1 -L. J-J -J -L. f ^/ \J ^/ \J L, -L JL\.X JJJ. 


Method 


BLASTX 


NCBI GI 


gl935914 


OJUriO 1 ol^vjxo 


1 fi9 


E value 


z . ue— l 3 


i v ia.L^cii ieny tn 


d y 


^ X UC X 1 L X L- y 




iNL>-i3± jjebcxxption 


leuridi lear- spou x noiuoxoy L-^-aDiaopsis tnaiisna j 


ijC^i IN VJ • 


IJlilD 


Seq. ID 


LTB317S-0S8-P1 -K1 -Fl 0 

HID J 1 f J \J +J\j JTX 1\X Hi X \J 


Met* hind 


BT.A^TX 


NCBI GI 


g2961384 


BLAST score 


623 


E value 


*t . ue do 


rid LLI1 xfcSiiy UI1 


1 97 


^ luciiLi ty 


_? D 


lNV_f£)X UCoLJ 1 Lkjil 


Vriijuzi x 1 j. ; aiuciiyuc ciciiycix oy snase iiKe protsin LH.rajjxu.ops is 




Lildxxclilcl J 


Q&n Kin 


1 SI 41 7 


Seq. ID 


LIB3175-058-P1-K1-E11 


Mp1~ hnd 


J-JXXTlO 1/V 


NCRT 

HvDl v3X 


n94^SS1 Q 


BLAST score 


615 


E value 


3.0e-64 


net L-L>ii xtJiiy L-ii 


1 4 ^ 

X ft O 


% i dent" i 1~ v 


83 


NCBI Description 


(AF024504) similar to mouse MEM3 (GB:U47024 and S. 




cerevisiae vacuolar sorting protein 35 (SW;P34110) 




[Arabidopsis thaliana] 


Seq. No. 


151418 


Seq. ID 


LIB3175-058-P1-K1-E12 



19373 



TUT V. ai^ 

Metnoa 


O • 

BLAbTX 


NCBI GI 


gll70089 


BLAST score 


425 


E value 


4 . Ue-4^ 


Match length 


O / 






NCBI Description 


GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_4 97789_dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004669) glutathione 
S-transferase [Arabidopsis thaliana] 

151419 

LIB3175-058-P1-K1-E2 

BLASTN 

g2760165 

280 

1.0e-156 - 

316 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151420 

LIB3175-058-P1-K1-E4 

BLASTX 

g3372233 

494 

5.0e-50 

97 

100 

(AF019248) RNA polymerase I, II and III 24, 
[Arabidopsis thaliana] 



3 kDa subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151421 

LIB3175-058-P1-K1-E6 

BLASTX 

g3925277 

217 

1.0e-17 

111 

47 

(AL032643) similar to Uncharacterized protein family 
UPF0034, Double-stranded RNA binding motif; cDNA EST 
yk489b3.5 comes from this gene; cDNA EST yk439g7.5 comes 
from this gene [Caenorhabditis elegans] 

151422 

LIB3175-058-P1-K1-E7 

BLASTX 

g3925277 

202 

9.0e-16 

130 
38 

(AL032643) similar to Uncharacterized protein family 



19374 



UPF0034, Double-stranded RNA binding motif; cDNA EST 
yk489b3.5 comes from this gene; cDNA EST yk439g7.5 comes 
from this gene [Caenorhabditis elegans] 



Seq. No. 


151423 




oeq. ±u 




_Ty"1 TT Q 


ftiTr-v 4" V\ /™\ 








gibbyoo y 






740 




Hi va±ue 


y . ue~* / y 




jyjaL.cn xenytn 


i 

IjU 






Q4 




KffRT DpQpn' on 


n"J4?0071 ar-Hn 

^ vj *i w VJ / / aL>Llil 


T Zi v*a T H/^iT^ Q"l q -Hha 1 i a Tt a 1 
o [riiaJJiuupoi j una. J- J- ctiid j 


Seq. No. 


151424 




Seq. ID 


LIB3175-058-P1- 


-K1-E9 


Method 


BLASTX 




NCBI GI 


gl352463 




BLAST score 


566 




E value 


2.0e-58 




Match length 


114 




% identity 


96 




NCBI Description 


MY0-IN0SIT0L-1- 


-PHOSPHATE SYNTHASE (IPS) 



(U04876) myo-inositol-l-phosphate synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151425 

LIB3175-058-P1-K1-F1 

BLASTX 

gl353352 

447 

2.0e-44 

154 

60 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



151426 

LIB3175-058-P1-K1-F10 

BLASTX 

gll72977 

44 

3.0e-57 

135 

91 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) 
ribosomal protein L18 [Arabidopsis thaliana] 



cytoplasmic 



151427 

LIB3175-058-P1-K1-F11 

BLASTX 

g2244949 

576 

1.0e-59 

122 
98 

(Z97339) similarity to ORF 



- Lilium longiflorum 



19375 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
151428 

LIB3175-058-P1-K1-F12 

BLASTX 

gl076678 

299 

1.0e-27 

61 

98 

ubiquitin / ribosomal protein S27a 



potato (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151429 

LIB3175-058-P1-K1-F2 

BLASTN 

g3600029 

175 

7.0e-94 

243 

93 

Arabidopsis thaliana BAC T12H20 
151430 

LIB3175-058-P1-K1-F3 

BLASTX 

g4567282 

296 

1.0e-26 

59 

98 

(AC006841) putative DNAJ protein [Arabidopsis thaliana] 
151431 

LIB3175-058-P1-K1-F4 

BLASTX 

g2501102 

554 

5.0e-57 

113 

100 

SYNTAXIN-RELATED PROTEIN KNOLLE >gi_1184165 (U39451) 
syntaxin-related [Arabidopsis thaliana] >gi_1184167 

(U39452) syntaxin-related [Arabidopsis thaliana] 
>gi_3063443 (AC003981) F22013.4 [Arabidopsis thaliana] 
>gi_1587182_prf 2206310A syntaxin-related protein 

[Arabidopsis thaliana] 

151432 

LIB3175-058-P1-K1-F7 

BLASTX 

gll9143 

65 

1.0e-52 

108 

90 

ELONGATION FACTOR 1 -ALPHA (EF-1- ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 



19376 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



alpha chain - Arabidopsis thaliana 
(X16430) elongation factor 1-alpha 
>gi_1369927_emb_CAA34454_ (X16431) 
1-alpha [Arabidopsis thaliana] >gi 
(X16431) elongation factor 1-alpha 
>gi_1532172 (U63815) EF-lalpha-Al 
>gi_1532173 (U63815) EF-lalpha-A2 
>gi_1532174 (U63815) EF-lalpha-A3 



>gi_2 9578 8_emb_CAA3 4 4 5 3_ 

[Arabidopsis thaliana] 

elongation factor 
_1 3 6 9 9 2 8_emb_CAA3 4 4 5 5_ 

[Arabidopsis thaliana] 
[Arabidopsis thaliana] 
[Arabidopsis thaliana] 
[Arabidopsis thaliana] 



151433 

LIB3175-058-P1-K1-F8 

BLASTX 

g282865 

606 

4.0e-63 

128 

88 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi__16207__emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_emb_CAB41095.1__ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

151434 

LIB3175-058-P1-K1-F9 

BLASTX 

g3024434 

367 

3.0e-35 

96 

80 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_2564 337_dbj_BAA22951_ 
(D88663) Tat binding protein 1 [Brassica rapa] 



151435 

LIB3175-058-P1-K1-G10 

BLASTN 

g4455262 

276 

1.0e-154 

339 
96 

Arabidopsis thaliana DNA chromosome 4, 
{ESSAII project) 



BAC clone F17L22 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151436 

LIB3175-058-P1-K1-G11 

BLASTN 

g4056476 

241 

1.0e-133 

345 

93 

Arabidopsis thaliana chromosome II BAC F3G5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



19377 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151437 

LIB3175-058-P1-K1-G12 

BLASTX 

gl346485 

260 

8.0e-23 

62 

77 

MALATE OXIDOREDUCTASE (MALIC ENZYME) (ME) (NADP-DEPENDENT 
MALIC ENZYME) (NADP-ME) >gi_204 6 9_emb_CAA3 9 6 9 0_ (X56233) 
malic enzyme [Populus balsamifera subsp. trichocarpa] 

151438 

LIB3175-058-P1-K1-G2 

BLASTX 

gl531762 

165 

2.0e-ll 

35 
89 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151439 

LIB3175-058-P1-K1-G4 

BLASTX 

g2911039 

499 

1.0e-50 

127 

76 

(AL021961) cinnamyl alcohol dehydrogenase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 


151440 


Seq. ID 


LIB3175-058-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl002803 


BLAST score 


756 


E value 


1.0e-80 


Match length 


144 


% identity 


100 


NCBI Description 


(U33932) flavanone 3-hyd. 


Seq. No. 


151441 


Seq. ID 


LIB3175-058-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


g543841 


BLAST score 


613 


E value 


6.0e-64 


Match length 


119 


% identity 


100 


NCBI Description 


ADP-RIBOSYLATION FACTOR * 



ADP-ribosylation factor 1 



>gi_322518_pir S28875 

Arabidopsis thaliana >gi_166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 



19378 



II 



thaliana] >gi_4630747_gb_AAD26597 . 1_AC007236_2 
ADP-ribosylation factor [Arabidopsis thaliana] 



(AC007236) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151442 

LIB3175-058-P1-K1-G9 

BLASTN 

g3927822 

368 

0.0e+00 

449 

98 

Arabidopsis thaliana chromosome II BAC F8N16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151443 

LIB3175-058-P1-K1-H10 

BLASTX . 

gl32074 

788 

2.0e-84 

149 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

151444 

LIB3175-058-P1-K1-H11 

BLASTN 

g2459406 

41 

6.0e-14 

207 

85 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



151445 

LIB3175-058-P1-K1-H2 

BLASTX 

g4583542 

413 

1.0e-40 

114 

80 

(Y16847) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis thaliana] 

151446 

LIB3175-058-P1-K1-H3 

BLASTX 

g2499327 

387 

2.0e-37 

126 

63 



19379 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_1084345_pir S52286 NADH 

dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 
>gi_643090_emb_CAA58887.1_ (X84078) NADH dehydrogenase 
[Arabidopsis thaliana] 

151447 

LIB3175-058-P1-K1-H5 

BLASTN 

g2618603 

119 

3.0e-60 

413 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSL3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151448 

LIB3175-058-P1-K1-H6 

BLASTN 

g4581161 

393 

0.0e+00 

435 

97 

Arabidopsis thaliana chromosome II BAC T20G20 genomic 
sequence, complete sequence 

151449 

LIB3175-058-P1-K1-H7 

BLASTX 

g2811226 

47 

2.0e-56 

120 

52 

(AF042669) fimbrin 2 [Arabidopsis thaliana] >gi_2811232 
(AF042671) fimbrin 2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



151450 

LIB3175-058-P1-K1-H8 

BLASTN 

g2244829 

40 

2.0e-13 

68 

91 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 

151451 

LIB3175-059-P1-K1-A1 

BLASTX 

gl706551 

184 

8.0e-14 
106 



ESSA I contig 



19380 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40 

GLUCAN ENDO-1, 3-BETA-GLUCOSIDASE PRECURSOR 

( ( l->3) -BETA-GLUCAN ENDOHYDROLASE) ( ( l->3) -BETA-GLUCANASE) 
(BETA-1, 3-ENDOGLUCANASE) >gi_924953 (U30323) beta 
1, 3-glucanase [Triticum aestivum] 



151452 

LIB3175-059-P1-K1-A10 

BLASTN 

g4558586 

314 

1.0e-176 

404 

72 

Arabidopsis thaliana chromosome 
complete sequence 



1 BAC T5I8 sequence, 



151453 

LIB3175-059-P1-K1-A11 

BLASTX 

g2529229 

141 

2.0e-33 

100 

80 

(AB007907) 6-phosphogluconate dehydrogenase [Glycine max] 
151454 

LIB3175-059-P1-K1-A12 

BLASTX 

gl742953 

341 

3.0e-36 

90 
82 

(Z71445) CLC-a chloride channel protein [Arabidopsis 
thaliana] 

151455 

LIB3175-059-P1-K1-A4 

BLASTX 

gl508783 

152 

6.0e-33 

100 

83 

(Z54351) SecY [Spinacia oleracea] 
151456 

LIB3175-059-P1-K1-A5 

BLASTN 

g3873174 

368 

0.0e+00 

384 

99 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 



19381 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



complete sequence [Arabidopsis thaliana] 
151457 

LIB3175-059-P1-K1-A6 

BLASTN 

g2618602 

199 

1.0e-108 

390 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



151458 

LIB3175-059-P1-K1-A7 
BLASTX 
g3885329 

* 611 - 
■~$*8:0e-64~ 
118 
99 

(AC005623) alien-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151459 

LIB3175-059-P1-K1-A8 

BLASTX 

g2829899 

315 

4.0e-29 

94 

62 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and major#latex protein, 
gp_X91961 1107495 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151460 

LIB3175-059-P1-K1-A9 

BLASTN 

g4589415 

169 

3.0e-90 

307 

99 

Arabidopsis thaliana genomic DNA, 
K14A3, complete sequence 



chromosome 5, TAC clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151461 

LIB3175-059-P1-K1-B1 

BLASTX 

gl702986 

431 

1.0e-42 

87 

100 

14-3-3-LIKE PROTEIN GF14 CHI >gi_1255987 (U09377) GF14chi 
isoform [Arabidopsis thaliana] >gi_1256534 (L09112) GF14 
chi chain [Arabidopsis thaliana] 



19382 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151462 

LIB3175-059-P1-K1-B10 

BLASTN 

g3869072 

160 

1.0e-84 

429 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJB24, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151463 

LIB3175-059-P1-K1-B12 

BLASTX 

gll69598 

175 

3.0e-29 

88^ 
84 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 



Seq. No. 


151464 


Seq. ID 


LIB3175-059-P1-K1-B2 




DT 7\ gtm 
■DljfiO 1 IN 




y *j x \j *i y \j 


BLAST score 


46 


E value 


7.0e-17 


Match length 


98 


% identity 


87 


NCBI Description 


A. thaliana Apxlb gene 


Seq. No. 


151465 


Seq. ID 


LIB3175-059-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl498053 


BLAST score 


91 


E value 


5.0e-52 


Match length 


114 


% identity 


81 


NCBI Description 


(U64436) ribosomal pr 


Seq. No. 


151466 


Seq. ID 


LIB3175-059-P1-K1-B5 


Method 


BLASTN 


NCBI GI 


g4467094 


BLAST score 


243 


E value 


1.0e-134 


Match length 


303 


% identity 


95 


NCBI Description 


Arabidopsis thaliana ] 




(ESSA project) 


Seq. No. 


151467 


Seq. ID 


LIB3175-059-P1-K1-B7 



S8 [Zea mays] 



DNA chromosome 4, BAC clone F20D10 



19383 





oliAb 1 A 


NCBI GI 


gl/69905 


BLAST score 


596 


E value 


C Art CO 


lxiaxcii -Lengun 


1 00 






NCBI Description 


(X98108) 



23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 



Seq. No, 


151468 


Seq. ID 


LIB3175-059-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl864017 


BLAST score 


516 


E value 


1.0e-52 


Match length 


103 


% identity 


96 


NCBI Description 


(D63396) elongation factor-1 alpha [Nicotiana 


Seq. No. 


151469 


Seq. ID 


LIB3175-059-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2262162 


BLAST score 


259 


E value 


2.0e-26 


Match length 


124 


% identity 


52 


NCBI Description 


(AC002329) hypothetical protein similar to A. 




protein F19K23.19 [Arabidopsis thaliana] 


Seq. No. 


151470 



thaliana 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3175-059-P1-K1-C1 

BLASTX 

gl351014 

567 

1.0e-58 

118 

90 

40S RIBOSOMAL PROTEIN S8 >gi_968902_dbj_BAA07207_ 
ribosomal protein S8 [Oryza sativa] 



(D38010) 



151471 - 

LIB3175-059-P1-K1-C10 

BLASTX 

g4586255 

246 

6.0e-21 

46 

100 

(AL049640) putative protein [Arabidopsis thaliana] 
151472 

LIB3175-059-P1-K1-C2 

BLASTX 

gl762584 

555 

3.0e-57 



19384 



CI 



Match length 


112 


% identity 


96 


NCBI Description 


(U63373) polygalacturonase isoenzyme 1 beta subunit 




[Arabidopsis thaliana] 


Seq. No. 


151473 


Seq. ID 


LIB3175-059-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


g2584827 


BLAST score 


165 


E value 


9. Oe-88 


Match length 


308 


% identity 


88 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC F12F1 sequence 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


151474 


Seq. ID 


LIB3175-059-P1-K1-C4 


Method 


"BLASTX 


NCBI GI 


g2149380 


BLAST score 


461 


E value 


3.0e-46 


Match length 


92 


% identity 


100 


NCBI Description 


(U85036) svntaxin homoloa FArabidonsis thaliana 1 


Seq. No. 


151475 


Seq. ID 


LIB3175-059-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3892712 


BLAST score 


430 


E value 


4 .Oe-50 


Match length 


115 


% identity 


90 


NCBI Description 


(AL033545) adenine DhosDhoribosvltransferase (EC 




2 . 4 . 2 . 7) -like protein [Arabidopsis thaliana] 


Seq. No. 


151476 


Seq. ID 


LIB3175-059-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


gll4085 - 


BLAST score 


503 


E value 


7.0e-60 


Match length 


128 


% identity 


95 



NCBI Description 



RAS- RELATED PROTEIN ARA-1 >gi_81597_pir JS0163 Ara protein 

- Arabidopsis thaliana >gi_538283 (M25471) ras-related 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



151477 

LIB3175-059-P1-K1-C7 

BLASTX 

g2244750 

624 

2.0e-65 

121 

98 



19385 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

151478 

LIB3175-059-P1-K1-C8 

BLASTX 

g2244977 

554 

7.0e-57 

129 

89 

(Z97340) cysteine proteinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151479 

LIB3175-059-P1-K1-D1 

BLASTN 

g2342717 

120 

8.0e-61 

420 
96 

Arabidopsis thaliana chromosome II BAC T14G11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


151480 


Seq. ID 


LIB3175-0 C 59-P1-K1 -D1 7 


Method 


BLASTX 


NCBI GI 


g2117612 


BLAST score 


543 


E value 


1.0e-55 


Match length 


136 


% identity 


70 


NCBI Description 


catalase (EC 1.11.1.6) 3 - Arabidopsis thaliana 


Seq. No. 


151481 


Seq. ID 


LIB3175-059-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4510345 


BLAST score 


218 


E value 


1.0e-17 


Match length 


75 


% identity 


72 


NCBI Description 


(AC006921) unknown protein [Arabidopsis thaliana] 


Seq. No. 


151482 


Seq. ID 


LIB3175-059-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl6374 


BLAST score 


288 


E value 


9.0e-26 


Match length 


84 


% identity 


71 


NCBI Description 


(X03908) chlorophyll a/b binding protein (LHCP AB 




[Arabidopsis thaliana] 


Seq. No. 


151483 



19386 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



LIB3175-059-P1-K1-D4 

BLASTN 

g2252848 

239 

1.0e-132 

360 
97 

Arabidopsis thaliana BAC TM018A10 
151484 

LIB3175-059-P1-K1-D5 

BLASTN 

g3702724 

210 

1.0e-114 

391 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K17N15, -complete sequence [Arabidopsis thaliana] 

151485 

LIB3175-059-P1-K1-D6 

BLASTX 

g2462741 

562 

6.0e-58 

117 

96 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

151486 

LIB3175-059-P1-K1-D9 

BLASTX 

g!490606 

272 

2.0e-30 

69 

100 

(U63734) s-adenosyl-L-methionine-dependent uroporphyrinogen 
III methyltransferase [Arabidopsis thaliana] 

151487 

LIB3175-059-P1-K1-E1 

BLASTN 

g4263694 

136 

1.0e-70 

156 

97 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151488 

LIB3175-059-P1-K1-E10 

BLASTX 

g4490302 



19387 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



520 

5.0e-53 

140 

75 

(AL035678) Tic22-like protein [Arabidopsis thaliana] 
151489 

LIB3175-059-P1-K1-E11 

BLASTX 

g4220445 

115 

2.0e-05 

121 
4 

(AC006216) Similar to gi_3004555 F19F24.14 salt inducible 
protein homolog from Arabidopsis thaliana BAC gb_AC003673. 
[Arabidopsis thaliana] 

151490 

LIB3175-059-P1-K1-E12 

BLASTX 

g4185505 

465 

1.0e-46 

112 

79 

(AF101038) nonspecific lipid-transf er protein precursor 
[Brassica napus] 

151491 

LIB3175-059-P1-K1-E2 

BLASTN 

gl732569 

50 

2.0e-19 

135 

93 

Arabidopsis thaliana beta-glucosidase (psr3.1) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



151492 

LIB3175-059-P1-K1-E3 

BLASTX 

g3286693 

420 

2.0e-41 

116 

74 

(Y15433) 33 kDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 

151493 

LIB3175-059-P1-K1-E4 

BLASTX 

g3164222 

228 

9.0e-19 



19388 




Match length 


74 


% identity 


54 


NCBI Description 


fABOOR^lS^ RMA1 T Arabidonsi q thaliAnal 




>rr-i 4?06?fiS ab AADII^Q^ 1 AAD1 1 R fAFfl715?71 RMA1 RTNft 




zinc finaer Drotein FArabidoDsis thalianal 


Sea No 


151494 


Seq. ID 


LIB3175-059-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2262115 


BLAST score 


125 


E value 


9. Oe-71 


Matnh 1 e^nnth 


145 


% identitv 


91 


NCBI Description 


(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 


S^cr No 


151495 


Seq. ID 


LIB3175-059-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


a!15385 


BLAST score 


619 


E value 


5.0e-68 


Match length 


135 


S; -J Hpni~ 1 1" v 


99 


NCRT np^fTi nt "i nn 

\s U X U C O J l_ f-J L. X 1 X 


PHT.OROPHYTJ. A-R RTNHTNf^ PROTFTN OF" T.RCTT TYPF T PRFfnR^OR 

\^£XxJ\JSSSJ i. 11 X XJXI n. J-J 1_> X L V 1_> X IN V_J JT CWJ X J_i X LN W X. XJilv^ X X X X J. J— l X JL £\.J_j\_/- UiAjviA 




/PAR— 4^ (T,HPP\ >rH 1666.16 fM6"^Q^1^ 1 i rrh-h— h a -tt7» e -i- -! nrr 




pb "! OTorib vl 1 ^/b hi ndi nrr nrofpi n rArahi Hr»T»^ i<=; "hh^l "i anfl 1 
wixu i ujjujr ±x cl / kj jjxj.i.vixiiy LjIiulcxu |_.£ix cijjxu.um o x o uiid-i lclxigl j 


fcj ^ » LIU • 


151496 


Seq. ID 


LIB3175-059-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g4185505 


BLAST score 


459 


E value 


7.0e-46 


Match length 


112 


% idenfcitv 


79 


NCBI Descrintion 


!" A F1 0 1 O^ft^ nnn enpp t -Ft f> 1 iti-i H — trancif or nrnt q i n nrftpnrQOT* 

1UXU JO / liUllO^CUXXXVrf XXpXU LiallAXCX pXULCXll IJICLUIOUI 




[Brassica nanusl 


k_> " * i 


1 SI 4Q7 


Seq. ID 


LIB3175-059-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


a3123188 


BLAST score 


580 


E value 


5.0e-67 


Match length 


139 


?; i dpnt "i "t~v 

o x ii u x v y 


96 


NCBI Dp^rrinf i nn 

V* V_r XJ X U/ C O V— ^ X U-LIJil 


PATAT.A^F ^ >rr-i 9*^471 78 [774^1471 n^t^l^ctp ^ r Ar^bi Hnn^ i 
v^fiifiUfiOij -*J l ~J *± / x / u \ui Jii / ^ iwCt LaXaoc >J [nXaiJXUULioXij 




■hhsl-i^n^l >rr-i 9R1 1 796 /Z\Fn91Q"^7^ pafalacp ^ rarahi HnriQi q 
UllCtXXClllCL J /yx / t£.\J \ r\£ / j OaLalaiDC -J [nxaJJIUUpcXO 




thai "i^nsl 


OCkj. IN \J • 




Seq. ID 


LIB3175-059-P1-K1-F1 


Method 


BLAST N 


NCBI GI 


g4263694 


BLAST score 


128 


E value 


1.0e-65 



19389 



II 



Match length 


231 


% identity 


95 


NCBI Description 


Arabidoosis thaliana chromosome* II BAC F29DP2 cfpnonH c 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


151499 


Seq. ID 


LIB3175-059-P1-K1-F10 


Method 


BLASTN 


NCBI GI 


g3702315 


BLAST score 


143 


E value 


2.0e-74 *> ' 


Match length 


454 


% identity 


99 


NCBI Dp sprint i on 


Ar*abi rloTD*? "i s thsl "i ana phrnmnsoTifip TT RAC T^FI 7 ffprmmi 




spnnpnrA nnTTinl f^fp ^prrnprtr'p r Arahi Hon^i "hhsl "i anal 




X <J X *J \J \J 


Seq. ID 


LIB3175-059-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4490719 


BLAST score 


229 


E value 


7.0e-19 


Match lenath 


83 


Sr i Hpnt i tv 

O JL. \A. d 1 L. -1- l_ y 


54 


NCBI Description 


(AL035709) putative protein [Arabidopsis thaliana] 


Q^rr Wo 


1 51 501 


Sea. ID 


LIB3175-059-P1-K1-F12 

XJ -X X-J ^/ -L f ^> \J **J ~S X J, XV J- X J. 


Method 


BLASTX 


NCBI GI 


g3335333 


BLAST score 


463 


E value 


2 . Oe-53 


Match length 


139 


% identity 


82 


NCBI Description 


f ACI004 51 ? 1 SiTnilaT* 1~o phi 1 OTonl 3 ^t" mpTTihTAnp-fl qonni A*h<^H "^OKD 




nrntpi n nrppnrqnT* ( TM"^ 0 \ rrlrt M7 A A ^yr\Tt\ Pi «anm osl — r T7"i im 
pxuucxii ^icouiDui ^ inju y y jj / j / *± *± xxvjiu it j_ o uili oaLXvuiiL* 




EST<? crh T\H7557 rrh W4^R87 anH rrb AA04247Q rnmp -F-mni th-i «; 




aene . TArabidoDsis thalianal 




1 51 50? 


Seq. ID 


LIB3175-059-P1-K1-F2 


Method 


BLASTN 


NCBI GI 


g4263694 


BLAST score 


116 


E value 


8.0e-59 


Match lencrth 


156 


% "i dpn 1 1 1" v 


94 


NPRT Dpspri nt i on 


AT^bi rfnnci H «a thai "i ana r'h rnmn q nmf^ TT RAP TFOOVsOO rronriTni p 




c o/ti t oti (^(Ci ("•PiTTiT'il o1~ o q (Ci /~Ti "j o T"i i' -1 o r A Vs "1 Hat^iQ "i a ■(-Via 1 i anal 


Spct No 


151503 

X J X J U vJ 


Seq. ID 


LIB3175-059-P1-K1-F3 


Method 


BLASTN 


NCBI GI 


g4584841 


BLAST score 


87 


E value 


3.0e-41 


Match length 


273 



19390 



% identity 

NCBI Description 



89 

Genomic sequence for Arabiciopsis thaliana BAC T23E23, 
complete sequence 



Seq. No. 


151504 




Seq. ID 


LIB3175-059-P1-K1-F4 




Mpthod 


BLASTN 




NCBI GI 


a4678705 




RT.AST ^enre* 


414 




E value 


0 . 0e+00 




Matph 1 pnerth 

Liu w- X i. _i_ \^ i. L Uii 


433 




% i Hpnt"i fu 


99 




NCBI Description 


Arabidopsis thaliana 


DNA chror 








Seq. No. 


151505 




Seq. ID 


LIB3175-059-P1-K1-F5 




Method 


BLASTN 






a 2398520 




BLAST score 


337 




Hi V CL _L UC 








*± U 1 




?; i Hpnt 1 1 v 

o j-vidii>x o y 


96 




WC'R T npcirTi nl" "i nn 


ATahi rlonQi q ■hl^i^l i ana 

^l-L uJJlUU^OlD UliCtJ-_LClii.Cl 


wiRMB "Fnr* 


Seq. No. 


151506 




Seq. ID 


LIB3175-059-P1-K1-F6 




Method 


BLASTX 




NCBI GI 


gl408471 




BLAST score 


384 




E value 


1.0e-44 




Match length 


110 




% identity 


87 




NCBI Description 


(U48938) act in depolymerizing 



F10N7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

151507 

LIB3175-059-P1-K1-F7 

BLASTX 

g4337025 

506 

2.0e-51 

101 

99 

(AF123253) AIM1 protein [Arabidopsis thaliana] 
151508 

LIB3175-059-P1-K1-F8 

BLASTX 

g4218121 

356 

2.0e-34 

111 

70 

(AL035353) putative protein [Arabidopsis thaliana] 



19391 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% - identity 

NCBI Description 



151509 

LIB3175-059-P1-K1-F9 

BLASTX 

g99737 

339 

2.0e-62 

130 

95 

NADPH — ferrihemoprotein reductase (EC 1.6.2, 
Arabidopsis thaliana >gi_16189_emb_CAA4 6815_ 



4) 



(X66017) 



NADPH-ferrihemoprotein reductase [Arabidopsis thaliana] 
151510 

LIB3175-059-P1-K1-G11 

BLASTX 

g3158370 

378 

1.0e-36 

83 
88 

(AF035382) catalase 3 [Arabidopsis thaliana] 
151511 

LIB3175-059-P1-K1-G12 

BLASTX 

g4006890 

296 

1.0e-26 

66 
91 

(Z99708) ubiquitin — protein ligase-like protein 
[Arabidopsis thaliana] 

151512 

LIB3175-059-P1-K1-G2 

BLASTX 

g2129727 

188 

3.0e-26 

83 

82 

RNA-binding protein 37 - Arabidopsis thaliana >gi_1174153 
(U44134) RNA-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151513 

LIB3175-059-P1-K1-G3 

BLASTN 

g4691223 

258 

1.0e-143 

348 

97 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 3, BAC clone F4F15 



Seq. No. 
Seq. ID 



151514 

LIB3175-059-P1-K1-G4 



19392 



II 



Method 

.NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3046854 

178 

2.0e-95 

460 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRG7, complete sequence [Arabidopsis thaliana] 



PI clone : 



Kj ^ V-J * J. il \_/ • 


151515 


Kj ♦ 1U 




Method 


BLASTX 


NCBI GI 


O2245107 

\A £•+ w ^ w -4*. V-/ / 


BLAST score 


198 


E value 


3.0e-15 


Match length 


118 










Corf K7r-v 


iJlJlD 


c Qrf xn 
oeq. J-U 


T TR^I 7t;_n^ Q— Pi — — P£ 
iilDOl /j UOy rl~M~bu 


TUfi^ii +■ V\ /"N 


olji-io 1 JN 


IM^-D J. \J± 


yJO j ju jo 


BLAST score 


384 


E value 


0.0e+00 


Match length 


447 


% identity 


96 


NCBI Description 


Arabidopsis thaliana 




(ESSAII project) 


Seq. No. 


151517 


Seq. ID 


LIB3175-059-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl771162 


BLAST score 


257 


E value 


3.0e-22 


Match length 


105 


% identity 


49 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X98930) SBT2 [Lycopersicon esculentum] 
>gi_3687307_emb_CAA07000_ (AJ006379) subtilisin-like 
protease [Lycopersicon esculentum] 

151518 

LIB3175-059-P1-K1-G8 

BLASTX 

g2288887 

342 

2.0e-32 

70 

94 

(Y14325) mevalonate diphosphate decarboxylase [Arabidopsis 
thaliana] >gi_3250736_emb_CAA7 6803_ (Y17593) mevalonate 
diphosphate decarboxylase [Arabidopsis thaliana] 
>gi_3786002 (AC005499) mevalonate diphosphate decarboxylase 
[Arabidopsis thaliana] 



Seq. No. 



151519 



19393 



o 



Seq. ID 


LIB3175-059-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


g4490717 


BLAST score 


48 


E value 


5. Oe-18 


Match length 


196 


% identity 


81 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, 




project) 


Seq. No. 


151520 


Seq. ID 


LIB3175-059-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g2245378 


BLAST score 


458 


E value 


1.0e-51 


Match length 


105 


% identity 


99 


NCBI Description 


(U83245) auxin response factor 1 [Arab 


Seq. No. 


151521 


Seq. ID 


LIB3175-059-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2462754 


BLAST score 


194 


E value 


7.0e-15 


Match length 


54 


% identitv 


69 


NCBI Description 


(AC002292) Unknown protein [Arabidopsi 


Sea No 


151522 


Seq. ID 


LIB3175-059-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


gll2681 


BLAST score 


548 


E value 


2.0e-56 


Match length 


124 


% identity 


85 


NCBI Description 


12S SEED STORAGE PROTEIN PRECURSOR >gi 



BAC clone (ESSA 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

151523 

LIB3175-059-P1-K1-H5 

BLASTX 

g4218963 

653 

2.0e-73 

147 

96 

(AF093672) xyloglucan endotransglycosylase [Arabidopsis 
thaliana] >gi_4539300_emb_CAB39603 . 1_ (AL049480) putative 
xyloglucan endo-1, 4-beta-D-glucanase [Arabidopsis 
thaliana] 



19394 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151524 

LIB3175-059-P1-K1-H6 

BLASTX 

g4581146 

162 

6.0e-21 

65 

86 

(AC006919) putative fructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151525 

LIB3175-059-P1-K1-H8 

BLASTX 

g4512685 

255 

6.0e-23 

77 

73 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 

151526 

LIB3175-059-P1-K1-H9 

BLASTX 

g322571 

282 

4.0e-25 

77 

74 

proteinase inhibitor II - Arabidopsis thaliana 
>gi_16427_emb_CAA48892_ (X69139) protease inhibitor II 
[Arabidopsis thaliana] >gi_4038041 (AC005936) proteinase 
inhibitor II [Arabidopsis thaliana] 

151527 

LIB3175-060-P1-K1-A11 

BLASTX 

g231683 

526 

1.0e-53 

115 

87 

CALNEXIN HOMOLOG PRECURSOR >gi_421825_pir JN0597 

calnexin-like protein - Arabidopsis thaliana 
>gi_16211_emb__CAA79144_ (Z18242) calnexin homolog 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



151528 

LIB3175-060-P1-K1-A12 

BLASTX 

g320558 

279 

9.0e-25 

139 

45 



19395 



II 

NCBI Description DNA-binding protein - Arabidopsis thaliana >gi_601843 
(M25268) DNA-binding protein [Arabidopsis thaiiana] 





151529 


Seq. ID 


LIB3175-060-P1-K1-A4 


Method 


BLASTX 


NTPRT (IT 

Vi\^LJ A. OX 




Dlinu 1 o LUI C 


77R 


Hi VdlUc 


J. Uc Oj 


rucLuoii icily uii 


1 4Q 

X »± .7 


^ xtaeii ux u_y 




IN^Dl Ufcio v^x XLy L.XVJ11 


{ 71 ,T C\ 0 ^ Q "I "5^ noAvairUTi n /"O (sawa rr£i on 7^nnc f 7\ -3 V\ i Hrir\c i c 
\nJUvjoijj litsUAaiiLiiiii oicavayc ciiiz._yiiixi [niaJJiuupoi.0 




■f- "K ra 1 i anal 
t_ iiux _i_ alio, j 


Seq. No. 


151530 


Seq. ID 


LIB3175-060-P1-K1-A5 


Mca-l-'hf-jri 


RT.A^TX 


WPRT CI 


yivivi jo 


DiirlO J. oOUIc 


7fiQ 


Hi value 


J . Uc O jL. 


TWT^ "t - r~\ 1 /~\ "r~* / v 1 V"s 


X ft / 


& T ^ T"^ ^ 1 +* 

luenuiiy 






^ Jn\s U VJ / ZjUj [,tt.xa,JJX(J.UpoXib LIla.xXa.lldl J 


C? c rr M/^i 

oeq. ino • 


1 M R*31 
i Jljj X 


Seq. ID 


LIB3175-060-P1-K1-A7 


Method 


BLASTN 


VTPDT r*T 


rrIA A Oil A 

go4 ft yoofi 


rsXaAoi score 


JJ 


E value 


0 . ue — uy 


rid. l. on xciiyL.li 




% identity 


Q Q 


NCBI Description 


Arabidopsis thaliana genomic DNA f chromosome 5, PI 




i v iin.-7/ L-OItipxete oSqildlCS LrixaJJXClOpSXS tila.XXa.ria. J 


Seq. No. 


151532 


Seq. ID 


LIB3175-060-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3075394 


BLAST score 


717 


E value 


4.0e-76 


Match length 


146 


% identity 


96 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi_3559809_emb_CAA09311__ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 

151533 

LIB3175-060-P1-K1-B12 

BLASTN 

g2618602 

152 

6.0e-80 

393 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 



19396 



II 



Seq. No. 


151534 


Seq. ID 


LIB3175-060-P1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2723477 


BLAST score 


217 


E value 


2.0e-17 


Match length 


50 


% identity 


92 


NCBI Description 


(D89824) GTP-binding protein [Arabidopsis thaliana] 


Seq. No. 


151535 


Seq. ID 


LIB3175-060-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


g4490323 


BLAST score 


767 


E value 


5. Oe-82 


Match lencrth 


147 


% identity 


98 


NCBI Description 


fAiTl'31464} nitratp transporter rArabidoosis thalianal 


Seq* No. 


151536 


Seq. ID 


LIB3175-060-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2462834 


BLAST score 


253 


E valuer 


1 . 0e-21 


M^i"ph 1 pnrr1"h 


124 


% identity 


42 


NCBI Description 


^AF0nn6S71 hi vnnf hpf i pal nT*r>t p in r Ar^bi Hnn^ thaliana 


Seq. No. 


151537 


Seq. ID 


LIB3175-060-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2944446 


BLAST score 


413 


E value 


2.0e-40 


Match lenath 


141 




55 


NCBI Description 


(AF050756) cysteine endopeptidase precursor [Ricinus 




rrynrmnn i «?1 


Seq. No. 


151538 


Seq. ID 


LIB3175-060-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


701 


E value 


3.0e-74 


Match length 


140 


% identity 


94 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_1637 6_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



151539 

LIB3175-060-P1-K1-C12 



19397 



Method 


BLASTX 


NCBI GI 


g2827711 


BLAST score 


754 


E value 


2 . ue-80 


Match length 


144 


% identity 


99 


NCBI Description 


(AL021684) oxoglutarate dehydrogenase - like protein 




[Arabidopsis thaliana] 


Seq. No. 


151540 


Seq. ID 


LIB3175-060-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2924521 


BLAST score 


62 


E value 


4.0e-36 


Match length 


132 


% identity 


75 


NCBI Description 


(AL022023) putative protein [Arabidopsis thaliana] 


Seq. No. 


151541 


Seq. ID 


LIB3175-060-P1-K1-C3 


Method 


BLASTN 


NCBI GI 


g4159707 


BLAST score 


416 


E value 


0. 0e+00 


Match length 


449 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MJK13, complete sequence 


Seq. No. 


151542 


Seq. ID 


LIB3175-060-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g3386612 


BLAST score 


237 


E value 


6.0e-20 


Match length 


106 


% identity 


46 


NCBI Description 


(AC004665) DNA-binding protein, dbp [Arabidopsis thaliana] 


Seq. No. 


151543 


Seq. ID 


LIB3175-060-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4056489 


BLAST score 


171 


E value 


4.0e-12 


Match length 


149 


% identity 


36 


NCBI Description 


(AC005896) putative white protein [Arabidopsis thaliana] 


Seq. No. 


151544 


Seq. ID 


LIB3175-060-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2791606 


BLAST score 


236 


E value 


7.0e-20 


Match length 


70 



19398 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



56 

(AL021287) 



gatB [Mycobacterium tuberculosis] 



151545 

LIB3175-060-P1-K1-D10 

BLASTX 

gll4654 

202 

6.0e-16 

80 
60 

ATP SYNTHASE C CHAIN (LIPID-BINDING PROTEIN) (SUBUNIT III) 

>gi_67898_pir LWNTA H+-transporting ATP synthase (EC 

3,6.1,34) lipid-binding protein - common tobacco 
chloroplast >gi_11812_emb_CAA77343_ (Z00044) ATPase III 
subunit [Nicotiana tabacum] >gi_343484 (M10124) ATPase 

subunit III [Nicotiana tabacum] >gi_224347_prf 1102209A 

ATPase III,H translocating [Nicotiana sp.] 
>gi_225272_prf 1211235G ATPase III [Nicotiana tabacum] 



Q o rv M/^i 

oeq * iMO . 




Cfarr TD 

JC^ • J. u 


T,TR*31 7R-f)fin — Pi —K*\ -r>9 
LlDJl / J UOU irX i\X U£ 




PLASTY 


NCBI GI 


g4097557 


BLAST score 


627 




x • ue do 


Match length 


1 O Q 


^ identity 






\u\j i ±^±±) ±\±cco ^firaijiaopsis 


oeq. no. 


1 CI C A 1 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g4204265 


BLAST score 


369 


E value 


2.0e-35 


Match length 


97 


% identity 


70 


NCBI Description 


(AC005223) 45643 [Arabidopsi 


Seq. No. 


151548 


Seq. ID 


LIB3175-060-P1-K1-E10 


Method 


BLASTX 


NCBI GI 


g70644 


BLAST score 


545 


E value 


6.0e-56 


Match length 


128 


% identity 


17 


NCBI Description 


ubiquitin precursor - common 


Seq. No. 


151549 


Seq. ID 


LIB3175-060-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g3915847 


BLAST score 


263 


E value 


6.0e-23 


Match length 


63 



sunflower ( fragment ) 



19399 



% identity 


84 


NCBI Description 


40S RIBOSOMAL PROTEIN S2 >gi 2335095 (AC002339) 




4 OS ribosomal protein S2 [Arabidopsis thaliana] 


Seq. No. 


151550 


Seq. ID 


LIB3175-060-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl706376 


BLAST score 


280 


E value 


7.0e-25 


Match length 


121 


% identity 


43 


NCBI Description 


D I H YDROFLAVONOL- 4 -REDUCTASE ( DFR ) ( D I H YDROKAEMP 




4 -REDUCTASE) >gi 505560 emb CAA56160 (X79723) 




[Petunia x hybrida] 


Seq. No. 


151551 


Seq. ID 


LIB3175-060-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g4741962 


BLAST score 


499 


E value 


1.0e-50 


Match length 


138 


% identity 


57 


NCBI Description 


(AF134131) PsbS protein [Arabidopsis thaliana] 


Sea No 


151552 


Seq. ID 


LIB3175-060-P1-K1-F10 


Method 


BLASTN 


NCBI GI 


g2760166 


BLAST score 


313 


E value 


1.0e-176 


Match length 


434 


% identity 


97 


NCBI Description 


Arabidoosis thaliana crpnomir DNA. phromo^ome 5. 




MBK20, complete sequence [Arabidopsis thaliana] 


Seq. No. 


151553 


Seq. ID 


LIB3175-060-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g!12739 


BLAST score 


207 


E value 


2.0e-16 


Match length 


130 


% identity 


42 



dfrA 



PI clone : 



NCBI Description 



2S SEED STORAGE PROTEIN 2 PRECURSOR (2S ALBUMIN STORAGE 
PROTEIN) >gi_68854_pir_NWMU2 2S albumin 2 precursor - 
Arabidopsis thaliana >gi_166615 (M22033) albumin 2S subunit 
2 precursor [Arabidopsis thaliana] >gi__395205__emb__CAA80871_ 
(Z24745) 2S albumin isoform 2 [Arabidopsis thaliana] 
>gi_4490711_emb_CAB38845.1_ (AL035680) NWMU2-2S albumin 2 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



151554 

LIB3175-060-P1-K1-F3 

BLASTN 

g3135250 



19400 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



384 

0.0e+00 

451 

96 

Arabidopsis thaliana chromosome II BAC F27F23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151555 

LIB3175-060-P1-K1-F4 

BLASTX 

g4454012 

561 

8.0e-58 

149 

72 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 



tJ C V-J • J-N • 


J- *J JL *J *J \J 


C prr TP) 




t w lti UlIUU 


RT &C!TY 


WPRT (IT 




BLAST score 


604 


FI vfl 1 tip 


7 Oe-63 


Match length 


142 


% identity 


90 




\±\Li\j£±o3o) preaicx.ea protein LHraoiaopsi 


Oct]. IN U ■ 




Qorr TD 


T.TR^I 75-nfin-PI -K"1 — T?Q 


L v ieLuOU 


PT Z\ CTY 
JdJ_lB.o i A 




g4 








6. Oe-37 


Match length 


78 


% identity 


87 


NCBI Description 


(AL035524) putative protein [Arabidopsis 


Seq. No. 


151558 


Seq. ID 


LIB3175-060-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


gll45697 


BLAST score 


541 


E value 


1.0e-55 


Match length 


115 


% identity 


49 


NCBI Description 


(U39485) delta tonoplast integral protei 




thaliana] 


Seq. No. 


151559 


Seq. ID 


LIB3175-060-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3805765 


BLAST score 


567 


E value 


1.0e-58 


Match length 


129 


% identity 


85 



19401 




NCBI Description (AC005693) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 


151560 


Seq. ID 


LIB3175-060-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g4753655 


BLAST score 


407 


E value 


9. Oe-40 


Match length 


115 


% identity 


65 


NCBI DescriDtion 


( ATi04 97 S1 ) DPrt*a1"P 1 va 1 i Vp , nr*n1~P i "i n rArslni Hon^ "i <^ 


Seq. No. 


151561 


Seq. ID 


LIB3175-060-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g4704766 


BLAST score 


501 


E value 


9.0e-51 


Match lencrth 


130 


% identity 


43 


NCBI DescriDtion 


( AF1 *31 J *} ^ \ nrot"Pi n (ii <^nl "Fi rip i ^nmpra^p homnl nn* PHT 


Seq. No. 


151562 


Seq. ID 


LIB3175-060-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


a3786021 


BLAST score 


200 


E value 


2 0e-15 


Matfh 1 prirrfh 


68 


Sr 4 Hpni" i t"v 






fZif'nnRAQC^ H t rpiOl - hoi* i pal nr^f air rilraKi Hr\noi o fVial i anal 
{fiS^KJKJ+J 1 * } Iiypu U II t£ LlUdl piOLcill [ri-X. aXJJ-UOpo J.o l.I1gLXXc2.I1cI J 


Seq. No. 


151563 


Seq. ID 


LIB3175-060-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g4544399 


BLAST score 


318 


E value 


2.0e-29 


Match Ipncrth 


123 


% identity 


46 


NCBI DescriDtion 


fAr i nn704'7 \ nnt a +- 1 tt^ V > v£2>+- a-Vcif A3 owl — C*r\ L\ c \7*n f haco T Z\r*aV^ n HrM"» one? 
\n^uu i \j *± i i u. u d i — lvc JJC La luauyi ^w-vJrl o y 11 Lilaoc L r^XGLlJX(j.(J£Jo lo 

■h Vi a 1 i aria "1 


Seq. No. 


151564 


Seq. ID 


LIB3175-060-P1-K1-H4 


Method 


BLASTN 


NCBI GI 


g3522932 


BLAST score 


391 


E value 


0.0e+00 


Match length 


411 


% identity 


83 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F14M4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


151565 



19402 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-060-P1-K1-H9 

BLASTN 

g2342673 

34 

1.0e-09 

129 
70 

Sequence of BAC F7G19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Sea. No. 


151566 


Seq. ID 


LIB3175-061-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl864017 


BLAST score 


542 


E valup 


1 Oe-55 


Matph 1 pnrrth 


106 


O J- UCli L. X l. y 


97 


NCBI Description 


(D63396} elonaation fartor-1 




1J1JD / 


Seq. ID 


LIB3175-061-P1-K1-A12 


Method 


BLASTN 


NCBI GI 


a710625 


BLAST score 


362 


E value 


O.Oe+00 


L id L. Oil ICiiljLil 




15 lUcllLlty 


i nn 

xUU 




rixcUJxtlOpSxS L.nallalla mKLNH. IOl 




1 SI R fifi 
IJXJ uu 


Q^rr Tn 

OC^ • X w 


ItlDjJ. / J UD1 t X I\X rr^l 


M&i" hi (id 
1 1^ uii \y \jl 




NCBI GI 


g2244879 


BLAST score 


186 


E value 


3.0e-14 


i id L. oil icii^Lil 


«J *± 


9- -J r] on "h 4 +■ \t 


7D 




l£i^ / jjoj iNu.cxeoL.iae sequence 




JJC La cuiiyx clots xxvjiiL nlaJJlUUUoio 






Seq. ID 


LIB3175-061-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4583656 


BLAST score 


207 


E value 


2.0e-16 


Match length 


104 


% identity 


43 


NCBI Description 


(AJ010592) ubiquitin-conjugat. 


Seq. No. 


151570 


Seq. ID 


LIB3175-061-P1-K1-A6 


Method 


BLASTN 


NCBI GI 


g4539378 


BLAST score 


125 


E value 


5.0e-64 



complete cds 



of a cDNA clone encoding a 



[Guillardia theta] 



19403 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



202 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F28A21 



151571 

LIB3175-061-P1-K1-A7 

BLASTX 

g2130521 

302 

7.0e-28 

67 

85 

(U31565) reversibly glycosylatable polypeptide [Pisum 
sativum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



151572 

LIB3175-061-P1-K1-A8 

BLASTN 

g4757409 

230 

1.0e-126 

314 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MVC8, complete sequence 

151573 

LIB3175-061-P1-K1-A9 

BLASTN 

g4757409 



PI clone: 



BLAST score 


143 


E value 


9.0e-75 


Match length 


265 


% identity 


91 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 




MVC8, complete sequence 


Seq. No. 


151574 


Seq. ID 


LIB3175-061-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3924615 


BLAST score 


164 


E value 


3.0e-ll 


Match length 


140 


% identity 


29 


NCBI Description 


(AF069442) hypothetical protein [Arabidopsis 


Seq. No. 


151575 


Seq. ID 


LIB3175-061-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3758833 


BLAST score 


253 


E value 


1.0e-23 


Match length 


104 


% identity 


58 


NCBI Description 


(Y18225) MtN6 [Medicago truncatula] 



PI clone: 



19404 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151576 

LIB3175-061-P1-K1-B12 

BLASTN 

g2262135 

60 

4.0e-25 

280 
88 

Arabidopsis thaliana BAC T10P11 from chromosome IV, 
cM, complete sequence 



near 15 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



151577 

LIB3175-061-P1-K1-B2 

BLASTX 

g4633656 

250 

2.0e-21 

117 

46 

(AF123263) phenylalanyl tRNA synthetase beta subunit [Mus 
mus cuius] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



151578 

LIB3175-061-P1-K1-B3 

BLASTX 

gll72872 

270 

9.0e-24 

88 

66 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856__pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

151579 

LIB3175-061-P1-K1-B4 

BLASTX 

g2281635 

336 

2.0e-31 

135 

62 

(AF003098) AP2 domain containing protein RAP2 . 5 
[Arabidopsis thaliana] 

151580 

LIB3175-061-P1-K1-B5 

BLASTN 

g3650026 

151 

1.0e-79 

219 

92 



19405 



NCBI Description 


Arabidopsis thaliana chromosome II BAC T26I20 genomic 




sequence , complete sequence [Arabidopsis thaliana] 


Seq. No. 


151581 


Seq. ID 


LIB3175-061-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g3212851 


BLAST score 


380 


E value 


1.0e-36 


Match length 


78 


% identity 


97 


NCBI Description 


(AC0040Q5} unknown DT"otein I ATabi rinn^ i 9 tha 1 "i ana 1 


Seer. No. 


151582 


Seq. ID 


LIB3175-061-P1-K1-B7 


Method 


BLASTN 


NCBI GI 


g4646229 


BLAST score 


293 


E value 


1.0e-164 


Match length 


312 


% identity 


98 


NCBI Descrintion 


ATabi Hor^i r thai *i ana oh TnTno^om^ TT RAP V 1 '?'17\~\ D rrpnnmi p 




sscfusnce, coiriDlete secmencp 


Spa No 


151583 

1 J1JU J 


Seq. ID 


LIB3175-061-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g4510430 


BLAST score 


307 


E value 


2.0e-28 


Match lencrth 


62 


% identitv 


94 




V \J K) Zs Z> J \JLlLr*.LL\J WII ^/J. vj L-tJXii/ -J Lyct-L t- J_Cl-L (."■-£- a.U-L(J.QJ£JO J-O 




1~ha 1 i ana 1 




1 Jl JOI 


Sea. ID 


LIB3175-061-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g543841 


BLAST score 


575 


E value 


2.0e-59 


Match length 


117 


% identity 


95 



NCBI Description ADP-RIBOSYLATION FACTOR 1 >gi_322518_pir S28875 

ADP-ribosylation factor 1 - Arabidopsis thaliana >gi_166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4630747__gb_AAD26597 . 1_AC007236_2 (ACG07236) 
ADP-ribosylation factor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



151585 

LIB3175-061-P1-K1-C1 

BLASTX 

gll9143 

408 

4.0e-40 
80 



19406 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788__emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

151586 

LIB3175-061-P1-K1-C3 

BLASTX 

g2623306 

424 

7.0e-42 

80 

100 

(AC002409) unknown protein [Arabidopsis thaliana] 
151587 

LIB3175-061-P1-K1-C6 

BLASTN 

g2338711 

42 

2.0e-14 

224 
88 

Arabidopsis thaliana metallothionein-like protein (MT3) 
gene, complete cds 

151588 

LIB3175-061-P1-K1-C7 

BLASTN 

g3805839 

184 

5.0e-99 

412 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4B14 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



151589 

LIB3175-061-P1-K1-D1 

BLASTN 

g3746914 

46 

3.0e-17 

58 

95 

Arabidopsis thaliana E2 ubiquitin-conjugating-like enzyme 
(Ahus5) gene, complete cds 

151590 

LIB3175-061-P1-K1-D10 



19407 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g3834309 

185 

8.0e-14 

129 

42 

(AC005679) Strong similarity to glycoprotein EP1 gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb_F13813, gb_T21052, gb_R30218 and 
gb_W43262 come from this gene. [Arabidopsis thaliana] 

151591 

LIB3175-061-P1-K1-D12 

BLASTN 

g3212846 

218 

1.0e-U9 

464 
97 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151592 

LIB3175-061-P1-K1-D2 

BLASTX 

gll99804 

141 

3.0e-09 

42 

71 

(X95639) transmembrane channel protein [Brassica oleracea] 
151593 

LIB3175-061-P1-K1-D3 

BLASTN 

g3702724 

197 

1.0e-107 

260 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K17N15, complete sequence [Arabidopsis thaliana] 

151594 

LIB3175-061-P1-K1-D5 

BLASTX 

g2146733 

439 

2.0e-43 
75 
99 

GAST1 protein homolog {clone GAS Al ) 
151595 

LIB3175-061-P1-K1-D6 
BLASTX 
g!695717 



Arabidopsis thaliana 



19408 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



443 

6.0e-63 

135 

95 

(D89341) luminal binding protein [Arabidopsis thaliana] 
151596 

LIB3175-061-P1-K1-D7 

BLASTX 

g2623962 

347 

7.0e-33 

74 

92 

(Y12540) isocitrate dehydrogenase (NADP+) [Apium 
graveolens] 

151597 . 

LIB3175-061-P1-K1-D8 

BLASTX 

g4587685 

613 

5.0e-64 

131 

98 

(AC007197) putative methylmalonate semi- aldehyde 
dehydrogenase [Arabidopsis thaliana] 

151598 

LIB3175-061-P1-K1-D9 

BLASTX 

g3033395 

149 

1.0e-09 

114 

40 

(AC004238) putative zinc-finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq/ ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



151599 

LIB3175-061-P1-K1-E1 

BLASTN 

g3297806 

177 

5.0e-95 

279 

95 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 

151600 > - 

LIB3175-061-P1-K1-E10 

BLASTX 

gl731990 

280 

7.0e-25 
140 



BAC clone F17I5 



19409 



% identity 


45 


NCBI Description 


(Y09602) serine carboxypeptidase II, CP-MII [Hordeum 




vulgare] 


Seq. No. 


151601 


Seq. ID 


LIB3175-061-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2546988 


BLAST score 


200 


E value 


1. Oe-15 


Match length 


117 


% identity 


47 


NCBI Description 


(Y15113) 2— dehvdro— 3— d^oxvoho^nhnhpnt nna t* p al dnl a^p 




[Morinda citrifolia] 


Seq. No. 


151602 


Seq. ID 


LIB3175-061-P1-K1-E2 


Method 


BLASTN 


NCBI GI 


g3047100 


BLAST score 


120 


E value 


7.0e-61 


Match length 


201 


% identity 


97 


NCBI Description 


Arabidopsis thaliana BAC F6N23 


Seq. No. 


151603 


Seq. ID 


LIB3175-061-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g322577 


BLAST score 


775 


E value 


6. 0e-83 


Match length 


150 


% identity 


99 


NCBI Description 


Raf protein kinase homolog CTR1 - Arabidopsis thaliana 


Seq. No. 


151604 


Seq. ID 


LIB3175-061-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g3123188 


BLAST score 


516 


E value 


1.0e-52 


Match length 


110 


% identity 


89 


NCBI Description 


CATALASE 3 >gi 2347178 (U43147) catalase 3 [Arabidopsis 




thalianal >ai 2511726 (AF021937) catalase 3 rArabidon<5i 




thaliana] 


Seq. No. 


151605 


Seq. ID 


LIB3175-061-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g4455226 


BLAST score 


765 


E value 


1.0e-81 


Match length 


149 


% identity 


98 


NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 



19410 



Seq. No. 


151606 


Seq. ID 


LIB3175-061-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g4006934 


BLAST score 


313 


E value 


5.0e-29 


Match length 


76 


% identitv 


74 


NCBI Description 


(AJ012571) glutathione transferase [Arabidopsis 


Sea No 


151607 


Seq. ID 


LIB3175-061-P1-K1-F2 


Method 


BLASTN 


NCBI GI 


g3702735 


BLAST score 


185 


E value 


1.0e-99 


Match length 


415 


% identity 


98 


NCBI Descriotion 


ArahidoDsi s tha 1 \ an^ fTPtinTnir' DNA phTnmrisryme 1 




MQL5, complete sequence [Arabidopsis thaliana] 


Sea No 


151608 

J. *J -L. \J \J SJ 


Seq. ID 


LIB3175-061-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g585012 


BLAST score 


461 


E value 


4.0e-46 


Match length 


95 


% identity 


97 



NCBI Description 



PHYTOENE DEHYDROGENASE PRECURSOR (PHYTOENE DESATURASE) 
>gi_289205 (LI 6237 ) phytoene desaturase [Arabidopsis 
thaliana] >gi_2244777_emb_CAB10200_ (Z97335) unnamed 
protein product [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151609 

LIB3175-061-P1-K1-F4 

BLASTX 

g3913035 

222 

6.0e-36 

125 

57 

BETA- AMYLASE ( 1, 4-ALPHA-D-GLUCAN MALTOHYDROLASE) 
>gi_2935474 (AF049098) beta-amylase [Trifolium repens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151610 

LIB3175-061-P1-K1-F5 

BLASTX 

g4510358 

66 

9.2e+00 

68 

16 

(AC006921) 
thaliana] 



putative touch-induced calmodulin [Arabidopsis 



Seq. No. 



151611 



19411 



II 



Seq. ID 


LIB3175-061-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g3249096 


BLAST score 


428 


F, value 1 

J—J V GL _I_ LA 


2. Oe-42 


Match length 


104 


% identity 


86 


NCBI Description 


(AC003114) Match to raRNA for importin alpha-like protein 4 




(impa4) gb Y14616 from A. thaliana. ESTs gb N96440, 




gb N37503,~gb N374 98 and gb T42198 come frorrfthis gene. 




[Arabidopsis thaliana] 


Sea No 


151612 


Seq. ID 


LIB3175-061-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g3367576 


BLAST score 


227 


E value 


1.0e-18 


Match length 


55 


% "i dent 1 tv 


73 


NCBI Description 


(AL031135) NAM / CUC2 -like protein [Arabidopsis thaliana] 




151613 


Seq. ID 


LIB3175-061-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g3482977 


BLAST score 


546 




4 Oe-56 


Match lenath 


144 


?; "i dent i tv 


78 


NPRT np^rrinfi nn 

u ~1- j_y \^ J_ \*s x X 


( ATiO "3 1 ^ fii 9 \ mitaf "i vp nr*otpin f Arabi dnn^i thaliana! 


Spa No 


151614 


Seq. ID 


LIB3175-061-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl684855 


BLAST score 


416 


E value 


5.0e-41 


Match length 


92 


% irfpntitv 


19 


NCBI Description 


(U77939) ubiquit in— like protein [Phaseolus vulgaris] 


Spa No 


XJlUiJ 


Sea. ID 


LIB3175-061-P1-K1-G2 


Method 


BLASTN 


NCBI GI 


g4519183 


BLAST score 


266 


E value 


1.0e-148 


Match lpnath 


382 


& i dent it v 


93 


NCBT np<?rri r>t i on 


A ti 1 Hnn^i c; tVi^l i 3 ti ^ rfpnnin 1 c FlftfA Vi rnmn <5 ottip S "J 7 Af" 1 r~* 1 onp • 

AX Cli*^ JL kAU V~f O JL O l_l 1CLJL. JL CL11CL UCliUlllJ.^ UL\£i.f v^lli, vJILlv 'w'lllv^ XJTXV/ UXvll^ • 




K15C23, complete sequence 


Seq. No. 


151616 


Seq. ID 


LIB3175-061-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g2832660 



19412 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



326 

3.0e-30 

64 

94 

(AL021710) lipase-like protein [Arabidopsis thaliana] 
151617 

LIB3175-061-P1-K1-G5 

BLASTN . 

g4220643 

149 

4.0e-78 

432 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWD22, complete sequence [Arabidopsis thaliana] 

151618 

LIB3175-061-P1-K1-G6 

BLASTN 

g4733952 

198 

1.0e-107 

206 

99 

Arabidopsis thaliana chromosome I BAC F23H11 genomic 
sequence, complete sequence 

151619 

LIB3175-061-P1-K1-G7 

BLASTX 

gl362103 

432 

9.0e-43 

102 

75 

ubiquitin conjugating enzyme - tomato 

>gi_886679_emb_CAA58111_ (X82938) ubiquitin conjugating 
enzyme [Lycopersicon esculentum] 

151620 

LIB3175-061-P1-K1-G8 

BLASTX 

gll5385 

664 

6.0e-70 

129 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

151621 

LIB3175-061-P1-K1-G9 

BLASTN 

g2618602 

199 



19413 



E value 
Match length 
% identity 
NCBI Description 



1.0e-108 

377 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSJ1, complete sequence [Arabidopsis thaliana] 



Sprr No 


151622 


OC^. X U 


LIB^17S-061-P1-K1-H10 

jjj-Oijj. / j \j \j j- n x lxx 111 u 


i.iC UlIL/Li. 


RT.A^TX 


NCBI GT 


a2160185 


BT. A CJT Qrnrp 
oxin.t_> x oouxc 


350 


T* 1 Ilia 

Hj value 




Malr'h lencrth 


104 


% identitv 


62 


NCBI Description 


(AC000132) Similar to S. pombe ISP4 (gb_D83992) . 




[Arabidopsis thaliana] 




151623 




LIB317 5-061-P1-K1-H11 

iiiDji / *j yui xx iv x ii x x 




RT.A^TX 


MfDT C1T 
LN V-^JD X OX 


rr^0fi?47? 
y -j u i / ^. 


OxiriO x otUlc 




X-I vaxuc 


1 . 0e-54 


M^t"ph 1 pnrrhh 


99 






NCBI Description 


(AC003981) F22013.34 [Arabidopsis thaliana] 


oeq* LNO . 


J-Jl 


oeq. lu 


T TR^I 7^-fl£1 -P1 — Tf1 -Hi 9 


TuT-cn ^ f-\ /--\ 


DlxrlO 1 IN 


LN^ox Vj± 


rrA 6Q1 99*3 


DT 7\ C! T 1 c r^r\~r'^ 
DXiriO i SCOx© 


91 4 


Hj Value 


1 Ho-1 1 7 
x . US x X / 


Mai* r*h 1 on/rt-H 

LiaLLll -LCiiy L-ll 




% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromosome 3, BAG clone 




(ESSA project) 


Seq. No. 


151625 


Seq. ID 


LIB3175-061-P1-K1-H3 


Method 


BLASTN 


NCBI GI 


g3849811 


BLAST score 


348 


E value 


0.0e+00 


Match length 


385 


% identity 


99 



NCBI Description Arabidopsis thaliana chromosome I BAC T2P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 151626 

Seq. ID LIB3175-061-P1-K1-H4 

Method BLASTX 

NCBI GI g3747111 

BLAST score 316 

E value 2.0e-29 

Match length 68 

% identity 90 



19414 



# 



NCBI Description (AF095641) MTN3 homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151627 

LIB3175-061-P1-K1-H5 

BLASTX 

g2507421 

403 

1.0e-39 

81 
96 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_4490709_emb_CAB38843 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 



Seq, No. 


151628 


Seq. ID 


LIB3175-061-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2829913 


BLAST score 


587 


E value 


5.0e-61 


Match length 


125 


% identity 


90 


NCBI Description 


(AC002291) putative carboxyphosphonoenolpyru 




[Arabidopsis thaliana] 


Seq. No. 


151629 


Seq. ID 


LIB3175-062-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3868857 


BLAST score 


198 


E valup 

J— 1 V J— 


3 Oe-15 


Match length 


74 


% identity 


62 


NCBI Description 


(AB013886) RAVI [Arabidopsis thaliana] 


Seq. No. 


151630 


Seq. ID 


LIB3175-062-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3882183 


BLAST score 


326 


E value 


3.0e-30 


Match length 


135 


% identity 


48 


NCBI Description 


(AB018274) KIAA0731 protein [Homo sapiens] 


Seq. No. 


151631 


Seq. ID 


LIB3175-062-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3402722 


BLAST score 


608 


E value 


2.0e-63 


Match length 


139 


% identity 


86 


NCBI Description 


(AC004261) CPDK-related protein [Arabidopsis 


Seq. No. 


151632 



19415 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-062-P1-K1-A4 

BLASTX 

g421836 

502 

7.0e-51 

101 
100 

G-box-binding factor GF14 - Arabidopsis thaliana >gi_553040 
(M96855) GF14 [Arabidopsis thaliana] 



Seq. No. 


151633 


Seq. ID 


LIB3175-062-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2398533 


BLAST score 


360 


E value 


3.0e-34 


Match length 


70 


% identity 


100 


NCBI Description 


(Y13725) Transcription factor [Arabidopsis thaliana] 


Seq. No. 


151634 


Seq. ID 


LIB3175-062-P1-K1-A6 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


576 


E value 


3.0e-69 


Match length 


134 


% identity 


96 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 



(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151635 

LIB3175-062-P1-K1-A7 

BLASTX 

g2129769 

749 

8.0e-80 

143 

99 

xyloglucan endo-transglycosylase precursor - Arabidopsis 
thaliana >gi_944810_dbj_BAA09783_ (D63508) endo-xyloglucan 
transferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151636 

LIB3175-062-P1-K1-A8 

BLASTN 

g3335356 

96 

9.0e-47 

192 

88 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



151637 



19416 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-062-P1-K1-B1 

BLASTX 

g2245133 

569 

1.0e-58 

151 
75 

(297344) PSII Dl protein processing enzyme 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151638 

LIB3175-062-P1-K1-B10 

BLASTX 

g2244759 

418 

2.0e-55 

136 

82 

(Z97335) selenium-binding protein [Arabidopsis thaliana] 
151639 

LIB3175-062-P1-K1-B11 

BLASTX 

g2244759 

706 

8.0e-75 

147 

90 

(Z97335) selenium-binding protein [Arabidopsis thaliana] 
151640 

LIB3175-062-P1-K1-B12 

BLASTX 

gl076708 

657 

5.0e-69 

134 

28 

seed tetraubiquitin - common sunflower 

>gi_303901_dbj_BAA03764_ (D16248) ubiquitin [Glycine max] . 
>gi_456714_dbj_BAA05670_ (D28123) Ubiquitin [Glycine max] 
>gi_556688_emb_CAA84440_ (Z34988) seed tetraubiquitin 
[Helianthus annuus] >gi_994785_dbj_BAA05085_ (D26092) 
Ubiquitin [Glycine max] >gi_4263514_gb_AAD15340__ (AC004044) 
putative polyubiquitin [Arabidopsis thaliana] 

>gi_1096513_prf 2111434A tetraubiquitin [Helianthus 

annuus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151641 

LIB3175-062-P1-K1-B4 

BLASTN 

g4589410 

302 

1.0e-169 

466 

100 

Arabidopsis thaliana genomic 



DNA, chromosome 5, PI clone: 



19417 



II 



F2015, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151642 

LIB3175-062-P1-K1-B5 

BLASTN 

gl469225 

51 

8.0e-20 

103 

87 

B.oleracea mRNA for putative major latex protein 



151643 

LIB3175-062-P1-K1-B6 

BLASTN 

g4587641 

254 

1.0e-141 

426 

99 

Arabidopsis tha liana chromosome I 
sequence, complete sequence 



BAC F20D21 genomic 



151644 

LIB3175-062-P1-K1-B7 

BLASTX 

gll69278 

283 

3.0e-25 

71 

83 

DEHYDRIN ERD14 >gi_556474_dbj_BAA04569_ 
protein [Arabidopsis thaliana] 



(D17715) ERD14 



151645 

LIB3175-062-P1-K1-B9 

BLASTX 

g4262154 

700 

4.0e-74 

155 

95 

(AC005275) putative protein phosphatase regulatory subunit 
[Arabidopsis thaliana] 

151646 

LIB3175-062-P1-K1-C1 

BLASTN 

g2702261 

130 

3.0e-67 

182 

94 

Arabidopsis thaliana chromosome II BAC T21L14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



151647 



19418 



Seq. ID 


LIB3175-062-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


gl550740 


BLAST score 


55 


E value 


9.0e-13 


Match length 


93 


% identity 


60 


NCBI Description 


(Y07961) GDP-associated inhibitor [Arabidopsis 


Seq. No. 


151648 


Seq. ID 


LIB3175-062-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2244759 


BLAST score 


370 


E value 


1.0e-35 


Match length 


113 


% identity 


65 


NCBI Description 


(Z97335) selenium-binding protein [Arabidopsis 


Seq. No. 


151649 


Seq. ID 


LIB3175-062-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2160133 


BLAST score 


431 


E value 


1.0e-42 


Match length 


142 


% identity 


66 


NCBI Description 


(AC000375) Strong similarity to Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_X91953, F19K23 . 3, F19K23 . 15 . ESTs 

gb_T21984,gb_ATTS0219,gb_ATTS0207, gb_T21984 come from this 
gene. [Arabidopsis thaliana] 

151650 

LIB3175-062-P1-K1-C3 

BLASTX 

gl21907 

227 

8.0e-19 

44 

100 

HISTONE HI. 2 >gi_70682jpir HSMU12 histone HI. 2 - 

Arabidopsis thaliana >gi_16320_emb_CAA44316_ (X62459) 
Histone Hl-2 [Arabidopsis thaliana] >gi_1946357 (U93215) 
histone H1-2C [Arabidopsis thaliana] 

151651 

LIB3175-062-P1-K1-C6 

BLASTX 

g2262167 

617 

2.0e-64 

127 

95 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 



Seq. No. 



151652 



19419 



Seq. ID 


LIB3175-062-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4734009 


BLAST score 


234 


E value 


2.0e-19 


Match length 


100 


% identity 


48 


NCBI Description 


(AC007178) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


151653 


Seq. ID 


LIB3175-062-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2244759 


BLAST score 


389 


E value 


9.0e-38 


Match length 


128 


% identity 


65 


NCBI Description 


(Z97335) selenium— binding protein [Arabidopsis thaliana] 


Seq. No. 


151654 


Seq. ID 


LIB3175-062-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4512675 


BLAST score 


402 


E value 


2 . Oe-39 


Match lencrth 


94 


% i dent it v 


80 


NCBI Description 


(AC006931} Dutative citrate svnfha^p r Arab *i done? i «=? thai "i anal 


Seq. No. 


151655 


Seq. ID 


LIB3175-062-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g2244759 


BLAST score 


213 


E value 


4 . 0e-17 


Match length 


110 


% identity 


45 


NCBI Description 


(Z 97 335) selenium— bindincr orotein FArabidoosis thalianal 


Seq* No. 


151656 


Seq. ID 


LIB3175-062-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3273751 


BLAST score 


106 


E value 


6.0e-17 


Match length 


49 


% identity 


92 


NCBI Description 


(Air061_S1 8) Tnannanpsif 11 ^iTn^Trj^"! Hf=* rH <3Trm1~a <ze* fAraV^i Hrvr»c;~i 




thaliana] 


Seq. No. 


151657 


Seq. ID 


LIB3175-062-P1-K1-D3 


Method 


BLASTN 


NCBI GI 


g2337888 


BLAST score 


336 


E value 


0.0e+00 


Match length 


403 



19420 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 

151658 

LIB3175-062-P1-K1-D4 

BLASTN 

g3449326 

288 

1.0e-161 

300 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19M22, complete sequence [Arabidopsis thaliana] 

151659 

LIB3175-062-P1-K1-D5 

BLASTX 

gl488521 

611 

1.0e-63 

134 

92 

(X99938) RNA helicase [Arabidopsis thaliana] 
151660 

LIB3175-062-P1-K1-D6 

BLASTX 

g4586109 

381 

9.0e-37 

72 

99 

(AL049638) putative protein [Arabidopsis thaliana] 
151661 

LIB3175-062-P1-K1-D7 

BLASTX 

gl432083 

313 

4.0e-29 

63 

98 

(U60981) homolog to Skplp, an evolutionarily conserved 
kinetochore protein in budding yeast [Arabidopsis thaliana] 
>gi_3068807 (AF059294) Skpl homolog [Arabidopsis thaliana] 
>gi_3719209 (U97020) UIP1 [Arabidopsis thaliana] 

151662 

LIB3175-062-P1-K1-E10 

BLASTX 

g4249410 

213 

3.0e-17 

92 
68 

(AC006072) unknown protein [Arabidopsis thaliana] 



19421 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151663 

LIB3175-062-P1-K1-E11 

BLASTN 

g4249393 

38 

4.0e-12 

122 

83 

Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151664 

LIB3175-062-P1-K1-E12 

BLASTX 

g2224931 

774 

8.0e-83 

143 

99 

(AF004215) ethylene-insensitive3-like3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151665 

LIB3175-062-P1-K1-E2 

BLASTX 

g4063568 

760 

4.0e-81 

153 
99 

(AF035916) ATP synthase beta subunit 
multiflora] 



[Triplochlamys 



151666 

LIB3175-062-P1-K1-E3 

BLASTX 

g2274857 

456 

2.0e-45 

136 

71 

(AJ000469) glutathione peroxidase [Arabidopsis thaliana] 
>gi_3482968__emb_CAA20524.1_ (AL031369) glutathione 
peroxidase precursor [Arabidopsis thaliana] 

151667 

LIB3175-062-P1-K1-E4 

BLASTN 

g2645198 

45 

5.0e-16 

162 

83 

Arabidopsis thaliana chromosome I BAC T2 6J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



19422 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151668 

LIB3175-062-P1-K1-E5 

BLASTX 

g2062421 

492 

1.0e-49 

117 

75 

(U82123) expansin [Lycopersicon esculentum] 
151669 

LIB3175-062-P1-K1-E6 

BLASTX 

gl531762 

195 

7.0e-15 

51 

75 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151670 

LIB3175-062-P1-K1-E7 

BLASTX 

g3123188 

683 

4.0e-72 

134 

98 

CAT ALAS E 3 >gi_2347178 (U43147) catalase 3 [Arabidopsis 
thaliana] >gi_2511726 (AF021937) catalase 3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151671 

LIB3175-062-P1-K1-E9 

BLASTN 

g4249393 

126 

2.0e-64 

417 

99 

Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence , complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151672 

LIB3175-062-P1-K1-F1 

BLASTX 

g2497753 

259 

2.0e-22 

105 

45 

NONSPECIFIC LIPID-TRANSFER PROTEIN 
>gi_1321915_emb_CAA65477_ (X96716) 
[Prunus dulcis] 



3 PRECURSOR (LTP 3) 
lipid transfer protein 



Seq. No. 



151673 



19423 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-062-P1-K1-F10 

BLASTN 

g3241926 

201 

1.0e-109 

432 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSG15, complete sequence [Arabidopsis thaliana] 



PI clone 



Qeirt KTo 


151674 








BLASTX 


NCBI GI 


g4567246 


BLAST score 


565 


E value 


J • Uc JO 


rid l oil leiiyuii 


14 J 


% luentiLy 


P 1 
O X 


WPRT n*=> <5 cr H Til - "i on 


fAPfln*7n7fH nn Vn own nrnfpi n f Arahi Hot* 6 ? i <z thai 1 ana 1 


oeq. wo. 


1010 / 0 


c&n TV) 


T.TR^I 7 ^-069 -Pi -T^l -F^ 
Lioji / j \j \j£. xrx rvi 


rut; Liivju. 


-D-Urao x /St 


NCBI GI 


g3236240 


BLAST score 


453 


E value 


o . ue 4 o 


i v iax.cn lengtn 


1 

IJJ 


% identity 


bo 




^rlUUUT uOI ^ Uli.IS.livJ Wil ylULclH L r\±. cLU X. <j.\J^J o X. o LllaxXalla j 


oeq. jno . 


1D1D / O 


oeq. J.JJ 


LIdjI /j-UDz rl J\l M 


lit: LilUU 




NCBI GI 


g3820614 


BLAST score 


379 


E value 


z . ue-Jo 


Match length 


lj / 


% identity 


JJ 


inodi jjcscription 


vric vj o i d ; jli iiKc proiein L-n-Oino sapiens j 


oeq. no. 


loio / / 




LIR317S-069-P1-K1-FS 
xj x. x / .j u vj <£. t j. i\x 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


512 


E value 


4.0e-52 


Match length 


111 


% identity 


90 


NCBI Description 


(U53418) UDP-glucose dehydrogenase [Glycine max] 


Seq. No. 


151678 


Seq. ID 


LIB3175-062-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2062421 


BLAST score 


508 


E value 


1.0e-51 


Match length 


117 



19424 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 

(U82123) expansin [Lycopersicon esculentum] 
151679 

LIB3175-062-P1-K1-F7 

BLASTN 

g4220635 

93 

8.0e-45 

359 

82 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDB19, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



151680 

LIB3175-062-P1-K1-G1 

BLASTX 

g4249388 

414 

1.0e-40 

84 
100 

(AC005966) Similar to gb__AF025438 Opa-interacting protein 
(OIP2) from Homo sapiens. [Arabidopsis thaliana] 

151681 

LIB3175-062-P1-K1-G11 

BLASTN 

g2264318 

227 

1.0e-124 

446 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUP24, complete sequence [Arabidopsis thaliana] 

151682 

LIB3175-062-P1-K1-G12 

BLASTX 

g3334124 

656 

5.0e-69 

137 

98 

ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 
>gi_1655482_dbj_BAA13600__ (D88375) delta subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 

151683 

LIB3175-062-P1-K1-G2 

BLASTX 

g4580392 

735 

3.0e-78 

150 

98 



19425 



II 



NCBI Description (AC007171) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151684 

LIB3175-062-P1-K1-G3 

BLASTX 

g3292814 

498 

1.0e-50 

121 
85 

(AL031018) putative protein [Arabidopsis thaliana] 
151685 

LIB3175-062-P1-K1-G4 

BLASTX 

g3258413 

171 

5.0e-12 

121 

31 

(AP000007) 404aa long hypothetical alanyl-tRNA synthetase 
[Pyrococcus horikoshii] 

151686 

LIB3175-062-P1-K1-G5 

BLASTX 

g464707 

699 

5.0e-74 

136 

99 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb__CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434906_emb_CAA82275_ (Z28962) 
SI 8 ribosomal protein -[Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909__ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

151687 

LIB3175-062-P1-K1-G6 

BLASTX 

g4100433 

218 

1.0e-17 

62 

65 

(AF000378) beta-glucosidase [Glycine max] 



19426 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151688 

LIB3175-062-P1-K1-G7 

BLASTX 

g4539316 

528 

4.0e-54 

110 

99 

(AL035679) putative f ructose-bisphosphate aldolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151689 

LIB3175-062-P1-K1-G9 

BLASTX 

g4063739 

628 

1.0e-65 

136 
86 

(AC005851) putative copper/zinc superoxide dismutase 
[Arabidopsis thaliana] 



Seq. No. 


151690 


Seq. ID 


LIB3175-062-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


g2244749 


BLAST score 


659 


E value 


2.0e-69 


Match length 


128 


% identity 


97 


NCBI Description 


(Z97335) hydroxymethyltrans 


Seq. No. 


151691 


Seq. ID 


LIB3175-062-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


gll69476 


BLAST score 


633 


E value 


2.0e-66 


Match length 


121 


% identity 


100 


NCBI Description 


ELONGATION FACTOR 1 -ALPHA ( 



1 -ALPHA) (VITRONECTIN- LIKE 
ADHESION PROTEIN 1) (PVN1) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



151692 

LIB3175-062-P1-K1-H11 

BLASTX 

g3047116 

318 

2.0e-29 

86 

78 

(AF058919) No definition line found [Arabidopsis thaliana] 
151693 

LIB3175-062-P1-K1-H12 
BLASTN 



19427 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g4757417 
190 

1.0e-102 

421 

98 

Arabidopsis thai i ana genomic DNA, 
T30G6, complete sequence 



chromosome 5, PI clone: 



151694 

LIB3175-062-P1-K1-H3 

BLASTX 

g3927825 

726 

4.0e-77 

154 

90 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 



151695 

LIB3175-062-P1-K1-H4 

BLASTX 

g3023216 

622 

5.0e-65 

127 

99 

14-3-3-LIKE PROTEIN GF14 
[Arabidopsis thaliana] 



MU >gi_1531629 (U60444) GF14 mu 



151696 

LIB3175-062-P1-K1-H5 

BLAST N 

g3449324 

234 

1.0e-129 

445 

99 

Arabidopsis thaliana genomic DNA, 
K12G2, complete sequence 



chromosome 5, TAC clone 



151697 

LIB3175-062-P1-K1-H6 

BLASTN 

g2980787 

166 

3.0e-88 

390 
97 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 

151698 

LIB3175-062-P1-K1-H9 

BLASTX 

g3738316 

359 



PI clone M7J2 



19428 



o 



E value 


3,0e-34 


Match length 


82 


% identity 


82 


NCBI Description 


(AC005170) unknown protein [Arabi 


Seq. No. 


151699 


Seq. ID 


LIB3175-063-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g3719443 


BLAST score 


183 


E value 


8.0e-14 


Match length 


60 


% identity 


50 


NCBI Description 


(AF093751) lipid transfer protein 


Seq. No* 


151700 


Seq, ID 


LIB3175-063-P1-K1-A10 


Method 


BLASTN 


NCBI GI 


g3873174 


BLAST score 


35 


E value 


4.0e-10 


Match length 


114 


% identity 


89 


NCBI Description 


Genomic sequence for Arabidopsis 



complete sequence [Arabidopsis thaliana] 



Seq. No. 


151701 


Seq. ID 


LIB3175-063-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g575457 


BLAST score 


173 


E value 


2.0e-12 


Match length 


134 


% identity 


30 


NCBI Description 


(U17018) Cdc40p [Saccharomyces 


Seq. No. 


151702 


Seq. ID 


LIB3175-063-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g2529657 


BLAST score 


278 


E value 


1.0e-155 


Match length 


400 


% identity 


96 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence, complete sequence [Ar 


Seq. No. 


151703 


Seq. ID 


LIB3175-063-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g544184 


BLAST score 


85 


E value 


2.0e-51 


Match length 


120 


% identity 


79 



NCBI Description 



4 -ALPHA-GLUCANOTRANS FERASE PRECURSOR (AMYLOMALTASE) 
(DISPROPORTIONATING ENZYME) (D-ENZYME) 



19429 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi__322785_pir A45049 4-alpha-glucanotransf erase (EC 

2.4.1.25) - potato >gi_296692_emb_CAA48630_ (X68664) 
4-alpha-glucanotransferase [Solanum tuberosum] 

151704 

LIB3175-063-P1-K1-A5 

BLASTX 

g4454032 

456 

1.0e-45 

140 

65 

(AL035394) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
,E value 
Match length 
% identity 
NCBI Description 



151705 

LIB3175-063-P1-K1-A6 

BLASTX 

g4758946 

164 

2.0e-ll 

57 

54 

P0P2 (yeast homolog) >gi_4106061_gb_AAD02685_ 
CCR4-associated factor 1 [Homo sapiens] 



(AF053318) 



Seq, No, 


151706 


Seq. ID 


LIB3175-063-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3617770 


BLAST score 


81 


E value 


1.2e-01 


Match length 


125 


% identity 


90 


NCBI Description 


(Y14329) threonyl-tRNA synthetase 


Seq. No. 


151707 


Seq. ID 


LIB3175-063-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g99696" 


BLAST score 


646 


E value 


8.0e-68 


Match length 


138 


% identity 


88 


NCBI Description 


glutamate — ammonia ligase (EC 6.3. 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



chloroplast (clone lambdaAtgsll) - Arabidopsis thaliana 
>gi_240070_bbs_69728 (S69727) light-regulated glutamine 
synthetase isoenzyme [Arabidopsis thaliana, Peptide, 430 

aa] [Arabidopsis thaliana] >gi_228453_prf 1804333A Gin 

synthetase [Arabidopsis thaliana] 

151708 

LIB3175-063-P1-K1-B1 

BLASTX 

g2258469 

289 

5.0e-26 
111 



19430 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 

(AF009179) replication protein Al [Oryza sativa] 



151709 

LIB3175-063-P1-K1-B10 

BLASTN 

g3451055 

202 

1.0e-110 

421 

97 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F16G20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642170 (AC003000) 



151710 

LIB3175-063-P1-K1-B11 
BLASTX 
gl66835 
666 

3.0e-70 
134 
99 

(M86720) 
activase 

Rubisco activase [Arabidopsis thaliana] 
151711 

LIB3175-063-P1-K1-B12 
BLASTX 
g4678226 
568 

1.0e-58 

123 
93 

(AC007135) 
thaliana] 



putative 40S ribosomal protein S14 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151712 

LIB3175-063-P1-K1-B3 

BLASTN 

g2584827 

49 

1.0e-18 

61 

95 

Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 
complete sequence [Arabidopsis thaliana] 

151713 

LIB3175-063-P1-K1-B4 

BLASTN 

g4185128 

44 

2.0e-15 

104 

86 

Arabidopsis thaliana chromosome II PI MSF3 genomic 



19431 



II 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151714 

LIB3175-063-P1-K1-B5 

BLASTX 

g2677828 

372 

1.0e-35 

98 
71 

(U93166) cysteine protease 



151715 

LIB3175-063-P1-K1-B6 

BLASTX 

gl363489 

641 

3.0e-67 

119 

99 

thioglucosidase (EC 
thaliana >gi_984052 



[Prunus armeniaca] 



3.2.3.1) 3D precursor - Arabidopsis 
emb_CAA61592_ (X8 9413) thioglucoside 



glucohydrolase [Arabidopsis thaliana] 
151716 

LIB3175-063-P1-K1-B7 

BLASTX 

g2688824 

256 

4.0e-22 

121 

50 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 


151717 


Seq. ID 


LIB3175-063-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g2702268 


BLAST score 


400 


E value 


5.0e-39 


Match length 


76 


% identity 


100 


NCBI Description 


(AC003033) putative cellulase 


Seq. No. 


151718 


Seq. ID 


LIB3175-063-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2642159 


BLAST score 


669 


E value 


1.0e-70 


Match length 


133 


% identity 


97 


NCBI Description 


(AC003000) putative mannose-1 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] >gi_3598 958 (AF07 6484) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi_4151925 
(AF108660) CYT1 protein [Arabidopsis thaliana] 



19432 



Seq. No. 


151719 




Seq. ID 


LIB3175-063-P1-K1-C1 




Method 


BLASTX 




NCBI GI 


g3482918 




BLAST score 


627 




E value 


1.0e-65 




Match length 


125 




% identity 


100 




NCBI Description 


(AC003970) Similar to ATP-citrate- 


-lyase 




thaliana 1 




Seq. No. 


151720 




Seq. ID 


LIB3175-063-P1-K1-C10 




Method 


BLASTX 




NCBI GI 


g!362103 




BLAST score 


451 




E value 


6.0e-45 




Match length 


105 




% identity 


77 




NCBI Description 


ubiquitin conjugating enzyme - tomato 




>gi_886679_emb_CAA58111_ (X82938) 


ubiqu; 




enzyme [Lycopersicon esculentum] 




Seq. No. 


151721 




Seq. ID 


LIB3175-063-P1-K1-C11 




Method 


BLASTX 




NCBI GI 


g3831445 




BLAST score 


701 




E value 


3.0e-74 






133 




% identity 


99 




NCBI Descrintion 


(AC005819) unknovm protein [Arabidopsis 


Seq. No. 


151722 




Seq. ID 


LIB3175-063-P1-K1-C12 




Method 


BLASTX 




NCBI GI 


gl32074 




BLAST score 


631 




E value 


4.0e-66 




Match length 


114 




% identity 


100 




NCBI Description 


RIBULOSE BIS PHOSPHATE CARBOXYLASE 


SMALL 



[Arabidopsis 



(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small 
Al precursor - Arabidopsis thaliana 



chain 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151723 

LIB3175-063-P1-K1-C2 

BLASTX 

g3461838 

461 

4.0e-46 

140 

59 

(AC005315) putative receptor protein kinase [Arabidopsis 
thaliana] 



19433 




Seq. No. 


151724 


Seq. ID 


LIB3175-063-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4206206 


BLAST score 


309 


E value 


2.0e-28 


Match length 


75 


% identity 


85 


NCBI Description 


(AFQ71527) outative M— tvoe thioredoxin rArabidoosis 




thaliana] >gi 4263039 gb AAD15308 (AC005142) putative 




M— tvoe thioredoxin rArabidoDsis thai i anal 


Seq. No. 


151725 


Seq. ID 


LIB3175-063-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g267083 


BLAST score 


621 


E value 


2.0e-67 


Match length 


128 


% identity 


98 


NCBI Description 


TUBULIN BETA-9 CHAIN >ai 320190 oir J01593 tubulin beta- 




chain - Arabidoosis thaliana >ai 16^910 (M847061 beta- 9 




tubulin r ATrib "i dnns "i <=? thai i an^ 1 


Seq. No. 


151726 


Seq. ID 


LIB3175-063-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3763932 


BLAST score 


265 


E value 


4.0e-23 


Match length 


78 


% identity 


64 


NCBI Description 


(AC0044501 Tentative nrnfpi n ki np^p T AT™^bn HoinciT "Mn^j 1 i anp 1 


Seq. No. 


151727 


Seq. ID 


LIB3175-063-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4580460 


BLAST score 


484 


E value 


7. Oe-49 


Match length 


126 


% identity 


80 


NCBI Description 


(AC0060811 Dutative 26S Protease Subunit 4 FArshidnnqi q 




L11CIX -L. GtilGl J 


Seq. No. 


151728 


Seq. ID 


LIB3175-063-P1-K1-C8 


Method 


BLASTN 


NCBI GI 


g2815404 


BLAST score 


43 


E value 


6.0e-15 


Match length 


178 


% identity 


85 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MMG4 , complete sequence [Arabidopsis thaliana] 



19434 




Seq. No. 


151729 


Seq. ID 


LIB3175-063-P1-K1-C9 


Method 


BLASTN 


NCBI GI 


g3513725 


BLAST score 


93 


E value 


7.0e-45 


Match length 


194 


% identity 


93 


NCBI Description 


Arabidopsis thaliana BAC F8M12 


Seq. No, 


151730 


Seq. ID 


LIB3175-063-P1-K1-D10 


Method 


BLASTN 


NCBI GI 


g3241926 


BLAST score 


107 


E value 


4 .Oe-53 


Match length 


338 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MSG15, complete sequence [Arabidopsis thaliana] 


Seq. No. 


151731 


Seq. ID 


LIB3175-063-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2795809 


BLAST score 


527 


E value 


7.0e-54 


Match length 


96 


% identity 


100 


NCBI Description 


(AC003674) putative expansin [Arabidopsis thaliana] 


Seq. No. 


151732 


Seq. ID 


LIB3175-063-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g3047077 


BLAST score 


527 


E value 


7.0e-54 


Match length 


107 


% identity 


99 


NCBI Description 


(AF058914) contains similarity to the conserved C~*terminal 




domain of helicases (Pfam: helicase C.hmm, score: 90.11)/ 




similar to DEAD-box helicases [Arabidopsis thaliana] 


Seq. No. 


151733 


Seq. ID 


£$B3175-063-Pl-Kl-D4 


Method 


BLASTX 


NCBI GI 


g3695061 


BLAST score 


207 


E value 


2.0e-16 


Match length 


70 


% identity 


56 


NCBI Description 


(AF064788} rac GTPa<?p art i v^f i na nrnfpin 2 I'TiCi'Mi^ 




japonicus] 


Seq. No. 


151734 


Seq. ID 


LIB3175-063-P1-K1-D5 


Method 


BLASTX 



19435 



© 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2129579 
642 

2.0e-67 

122 

99 

Dwarfl protein - Arabidopsis thaliana >gi_516043 (U12400) 
Dwarfl [Arabidopsis thaliana] 

151735 

LIB3175-063-P1-K1-D6 

BLASTN 

g2564049 

136 

2.0e-70 

305 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLE2, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151736 

LIB3175-063-P1-K1-D7 

BLASTX 

g3738301 

507 

1.0e-51 

95 

96 

(AC005309) putative zinc-finger protein [Arabidopsis 
thaliana] >gi_4249397 (AC006072) putative zinc-finger 
protein (B-box zinc finger domain) [Arabidopsis thaliana] 

151737 

LIB3175-063-P1-K1-D8 

BLASTX 

gll75013 

504 

3.0e-51 

113 
87 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_629542_pir S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 

151738 

LIB3175-063-P1-K1-D9 

BLASTX 

g2244904 

473 

1.0e-47 

109 
94 

(Z97339) similar to hypothetical protein C02F5.7 - Caenorha 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



151739 

LIB3175-063-P1-K1-E1 



19436 



ixie unou. 


# • 

■D-biiO 1 IN 




g4 uuoooo 


idLl&o i score 




TJ 1 Ira 1 

Hi VdlUc 


X • Uc J- / X 




*± Z. «J 


% identity 


97 


NPRT Dpcirri nfi on 


A t ^ 1~> i H nn ^ "i q ■hVi^l'iarta Fl W & phr om o cj otti p> 4 TT" c; C! 7\ 

ilL CLU XUU^ OXO L.11CIJ LQliu LsVi£\ will. W1LLW O WILL" 1 f DuOrl 

fragment No 



I AP2 contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151740 

LIB3175-063-P1-K1-E10 

BLASTX 

g2739375 

605 

5.0e-63 

125 

98 

(AC002505) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151741 

LIB3175-063-P1-K1-E11 

BLASTX 

g2494896 

611 

8.0e-64 

113 

56 

EUKARYOTIC TRANSLATION INITIATION FACTOR 3 DELTA SUBUNIT 
(EIF-3 DELTA) (EIF3 P36) (TGF-BETA RECEPTOR INTERACTING 

PROTEIN 1) (TRIP-1) >gi_2129749_pir S60256 TGF-beta 

receptor interacting protein 1 homolog - Arabidopsis 
thaliana >gi_1036803 (U367 65) TGF-beta receptor interacting 
protein 1 homolog [Arabidopsis thaliana] 

151742 

LIB3175-063-P1-K1-E12 

BLASTX 

g3668175 

651 

2.0e-68 

137 

92 

(AB006778) vegetative storage protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151743 

LIB3175-063-P1-K1-E2 

BLASTN 

g3449313 

394 

0.0e+00 

422 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K21P3, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 



151744 



19437 



Seq. ID 


LIB3175-063-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2852640 


BLAST score 


171 


E value 


4 .Oe-12 


Match length 


129 


% identity 


33 


NCBI Description 


(AF007157) unknown [Homo sapiens] 


Seq. No. 


151745 


Seq. ID 


LIB3175-063-P1-K1-E4 


Method 


BLASTN 


NCBI GI 


g3046851 


BLAST score 


174 


E value 


3.0e-93 


Match length 


265 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5 




MIJ24, complete sequence [Arabidopsis thaliana 


Seq. No. 


151746 


Seq. ID 


LIB3175-063-P1-K1-E5 


Method 


BLASTN 


NCBI GI 


g3985952 


BLAST score 


82 


E value 


4.0e-38 


Match length 


217 


% identity 


87 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3 




MRC8, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151747 

LIB3175-063-P1-K1-E6 

BLASTX 

g4490721 

292 

3.0e-26 

66 

83 

(AL035709) squalene epoxidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151748 

LIB3175-063-P1-K1-E7 

BLASTX 

gl848225 

202 

9.0e-16 

74 

47 

(U88090) 
vulgare] 



nonspecific lipid transfer protein [Hordeum 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



151749 

LIB3175-063-P1-K1-E9 

BLASTX 

g4803729 



19438 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

2.0e-35 

137 

58 

(AJ238880) putative preprolegumain [Nicotiana tabacum] 
151750 

LIB3175-063-P1-K1-F1 

BLASTX 

g543565 

199 

2.0e-15 

64 
52 

hypothetical 10. OK protein - Zinnia elegans 
>gi_493721_dbj_BAA06462_ (D30802) TED4 [Zinnia elegans] 
>gi_641903 (U19266) putative nonspecific lipid transfer; 
auxin induced gene [Zinnia elegans] 

151751 

LIB3175-063-P1-K1-F10 

BLASTN 

g2832611 

181 

2.0e-97 

193 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F13C5 
(ESSAII project) 

151752 

LIB3175-063-P1-K1-F11 

BLASTX 

g4539307 

266 

3.0e-23 

114 

52 

(AL049480) 
thaliana] 



putative acidic ribosomal protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



151753 

LIB3175-063-P1-K1-F12 

BLASTX 

g899608 

576 

1.0e-59 

120 
21 

(U29158) polyubiquitin [Zea mays] 
151754 

LIB3175-063-P1-K1-F2 

BLASTX 

g3036793 

154 

4.0e-10 



19439 



II 



Match length 

% identity 

NCBI Description 



119 
36 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_38u5855_emb_CAA21475_ (AL031986) putative protein 
[Arabidopsis thaliana] 



Seq. No. 


151755 


Seq. ID 


LIB3175-063-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


a2341034 


BLAST score 


531 


E value 


2.0e-54 


Match length 


106 


% identity 


100 


NCBI Description 


(AC000104) F19P19.13 [Arabidopsi 


Seq. No. 


151756 


Seq. ID 


LIB3175-063-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


a4154281 




400 


i-J V 


5. Oe-39 


Match length 


94 


% identity 


78 


NCBI Description 


(AF082347) C13 endopeptidase NP1 


Seq. No. 


151757 


Seq. ID 


LIB3175-063-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gll73187 


BLAST score 


578 


E value 


7.0e-60 


Match length 


117 


% identity 


94 


NCBI Description 


40S RIBOSOMAL PROTEIN S23 (S12) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribosomal protein S23.e, cytosolic {clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

151758 

LIB3175-063-P1-K1-F7 

BLASTX 

g4510363 

345 

1.0e-32 

81 

77 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



151759 

LIB3175-063-P1-K1-F9 

BLASTX 

g4741940 

423 

8.0e-42 
86 



19440 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 

(AF134120) Lhca2 protein [Arabidopsis thaliana] 
151760 

LIB3175-063-P1-K1-G1 

BLASTX 

g4193388 

254 

4.0e-22 

76 

72 

(AF091455) translationally controlled tumor protein 
brasiliensis] 



[Hevea 



151761 

LIB3175-063-P1-K1-G10 

BLASTX 

g2129734 

468 

5.0e-47 

95 

99 

serine/threonine protein phosphatase type 2A regulatory 
chain A - Arabidopsis thaliana >gi_1254996 (U27299) 
serine/threonine protein phosphatase type 2A regulatory 
subunit A [Arabidopsis thaliana] 

151762 

LIB3175-063-P1-K1-G11 

BLASTX 

g2795805 

283 

3.0e-25 

95 

62 

(AC003674) putative protein kinase [Arabidopsis thaliana] 
>gi_33554 93 (AC004218) putative protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151763 

LIB3175-063-P1-K1-G2 

BLASTX 

g!363488 

520 

4.0e-53 

101 

100 

IAA8 protein - Arabidopsis thaliana >gi_972919 (U18410) 
IAA8 [Arabidopsis thaliana] >gi_4314364_gb_AAD15575_ 
(AC00634 0) auxin-induced IAA8 protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



151764 

LIB3175-063-P1-K1-G3 

BLASTX 

g4128133 

190 



194 41 



II 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-14 

63 
52 

(AJ006068) dTDP-D-glucose 4, 6-dehydratase [Homo sapiens] 
151765 

LIB3175-063-P1-K1-G4 

BLASTX 

g82284 

157 

1.0e-10 

32 
100 

ubiquitin - potato (fragment) >gi_21604_emb__CAA77737_ 
(Z11671) ubiquitin [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151766 

LIB3175-063-P1-K1-G6 

BLASTX 

gll9143 

676 

2.0e-71 

133 
98 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34 453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34 4 54_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455__ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151767 

LIB3175-063-P1-K1-G7 

BLASTX 

gll69278 

305 

6.0e-28 

75 

84 

DEHYDRIN ERD14 >gi_556474_dbj_BAA04569_ 
protein [Arabidopsis thaliana] 



(D17715) ERD14 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151768 

LIB3175-063-P1-K1-G8 

BLASTX 

g4006941 

501 

7.0e-51 

110 

89 

(AJ131391) voltage-dependent anion-selective channel 
protein [Arabidopsis thaliana] 



19442 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151769 

LIB3175-063-P1-K1-H1 

BLASTX 

g2494275 

198 

3.0e-15 

56 

62 

ELONGATION FACTOR P (EF-P) >gi__1399829 
factor P [Synechococcus PCC7942] 



(U59235) elongation 



151770 

LIB3175-063-P1-K1-H10 

BLASTX 

gl531762 

195 

6.0e-15 

51 

75 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151771 

LIB3175-063-P1-K1-H11 

BLASTN 

g2196463 

348 

0.0e+00 

360 

99 

Arabidopsis thaliana chloroplast trnC, 



rpoB & rpoCl genes 



151772 

LIB3175-063-P1-K1-H12 

BLASTX 

g2501188 

509 

8.0e-52 

123 

84 

THIAZOLE BIOSYNTHETIC ENZYME >gi_2129750_pir S71191 TH14 

protein homolog - Arabidopsis thaliana >gi_1113783 (U17589) 
Thil protein [Arabidopsis thaliana] 

151773 

LIB3175-063-P1-K1-H3 

BLASTX 

gl34976 

464 

1.0e-46 

89 

99 

GLUCOSE TRANSPORTER (SUGAR CARRIER) >gi_81619_pir S12042 

glucose transport protein STP1 - Arabidopsis thaliana 
>gi_16520_emb_CAA39037_ (X55350) glucose transporter 
[Arabidopsis thaliana] 



19443 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151774 

LIB3175-063-P1-K1-H4 

BLASTX 

g2129608 

431 

1.0e-42 

90 

97 

GTP-binding protein, 68K - Arabidopsis thaliana >gi_807577 
(L38614) GTP-binding protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



151775 

LIB3175-063-P1-K1- 
BLASTN 



■H5 
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Seq. No. 


151776 


Seq. ID 


LIB3175-063-P1-K1-H6 




RT HQTY 




gi / / jjjU 


dLu\o i score 


A 7 A 
4/4 


E value 
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Match length 
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% identity 
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1 M 777 


Seq. ID 


LIB3175-063-P1-K1-H9 


Method 


BLASTN 




go tK)/. i z>£ 


rsij/ioi score 


ZZo 


E value 


1 . Ue-l^o 


Match length 


321 


% identity 


95 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 




MGF10, complete sequence [Arabidopsis thaliana] 


Seq. No. 


151778 


Seq. ID 


LIB3175-064-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2062161 


BLAST score 


624 


E value 


3.0e-65 


Match length 


124 


% identity 


49 


NCBI Description 


(AC001645) jasmonate inducible protein isolog [Arabidopsis 




thaliana] 


Seq. No. 


151779 


Seq. ID 


LIB3175-064-P1-K1-A11 


Method 


BLASTX 



19444 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3608142 
229 

6.0e-19 

122 
41 

(AC005314) putative hinl [Arabidopsis thaliana] 
151780 

LIB3175-064-P1-K1-A12 

BLASTX 

g3738261 

345 

1.0e-32 

121 

67 

(AB018412) chloroplast phosphoglycerate kinase [Populus 
nigra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value^ 
Match length 



151781 

LIB3175-064-P1-K1-A2 

BLASTN 

g2281081 

70 

3.0e-31 

215 
93 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151782 

LIB3175-064-P1-K1-A7 

BLASTN 

g2281081 

236 

1.0e-130 

405 

98 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151783 

LIB3175-064-P1-K1-A8 

BLASTX 

gl695717 

184 

6.0e-14 

64 

67 

(D89341) luminal binding protein [Arabidopsis thaliana] 
151784 

LIB3175-064-P1-K1-A9 

BLASTX 

gl651459 

146 

3.0e-09 
124 



19445 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



31 

(D90732) Aminopeptidase n (EC 3.4.11.2) 
{alpha-aminoacylpeptide hydrolase) . [Escherichia coli] 

151785 

LIB3175-064-P1-K1-B11 

BLASTN 

g4510338 

314 

1.0e-176 

422 

97 

Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence, complete sequence 

151786 

LIB3175-064-P1-K1-B12 

BLASTX 

g500837 

274 

3.0e-24 

126 

40 

(U10556) Irelp: Probable protein kinase [Saccharomyces 
cerevisiae] 

151787 

LIB3175-064-P1-K1-B2 

BLASTX 

gl!75013 

439 

1.0e-43 

112 

80 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_629542__pir S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 

151788 

LIB3175-064-P1-K1-B4 

BLASTX 

g4522012 

347 

8.0e-33 

121 

56 

(AC007069) hypothetical protein [Arabidopsis thaliana] 
151789 

LIB3175-064-P1-K1-B7 

BLASTX 

g4006887 

329 

1.0e-30 

126 

59 



19446 



NCBI Description (Z99708) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151790 

LIB3175-064-P1-K1-B8 

BLASTX 

g2275216 

274 

3.0e-24 

64 

83 

(AC002337) cytochrome c oxidase Vc subunit isdlog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151791 

LIB3175-064-P1-K1-B9 

BLASTX 

gl628583 

321 

7.0e-30 

67 

100 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL02174 9) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151792 

LIB3175-064-P1-K1-C10 

BLASTX 

g2924773 

673 

5.0e-71 

137 

99 

(AC002334) putative mitochondrial chaperonin HSP60 
precursor [Arabidopsis thaliana] 



151793 

LIB3175-064-P1-K1-C11 

BLASTN 

g4519193 

291 

1.0e-163 

416 

49 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MDC11, complete sequence 



PI clone: 



151794 

LIB3175-064-P1-K1-C3 

BLASTX 

g2673917 

173 

2.0e-12 

71 
43 

(AC002561) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 



19447 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



151795 

LIB3175-064-P1-K1-C4 

BLASTN 

g4049332 

60 

4.0e-25 

186 
83 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



151796 

LIB3175-064-P1-K1-C5 

BLASTN 

g2827644 

291 

1.0e-163 

389 

98 

Arabidopsis thaliana 
(ESSAII project) 



F8B4 



DNA chromosome 4, BAC clone F18F4 



151797 

LIB3175-064-P1-K1-C8 

BLASTN 

g4510360 

289 

1.0e-161 

360 

100 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

151798 

LIB3175-064-P1-K1-D10 

BLASTX 

gl351837 

381 

5.0e-39 

128 

69 

ACETYL-COENZYME A CARBOXYLASE CARBOXYL TRANSFERASE SUBUNIT 

BETA >gi_2144155_pir S66564 acetyl CoA carboxylase type II 

beta-carboxyltransferase chain - rape chloroplast 
>gi_1069998_emb_CAA90747_ (Z508 68) acetyl CoA carboxylase 
carboxyltransf erase (beta subunit) [Brassica napus] 

>gi_1589046_prf 2210244G Ac-CoA carboxylase: SUBUNIT=beta 

[Brassica napus] 

151799 

LIB3175-064-P1-K1-D11 

BLASTN 

gl707006 

376 

0.0e+00 
392 



19448 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Arabidopsis thaliana chromosome II BAC T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151800 

LIB3175-064-P1-K1-D12 

BLASTX 

g3377797 

551 

1.0e-56 

132 
81 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 


151801 


Seq. ID 


LIB3175-064-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl70111 


BLAST score 


296 


E value 


9.0e-27 


Match length 


122 


% identity 


51 


NCBI Description 


(M86349) ferredoxin-NADP oxidoreductase [Spinacia 


Seq. No. 


151802 


Seq. ID 


LIB3175-064-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


g3046854 


BLAST score 


213 


E value 


1.0e-116 


Match length 


422 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MRG7, complete sequence [Arabidopsis thaliana] 



clone : 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



151803 

LIB3175-064-P1-K1-D6 

BLASTN 

g3420043 

349 

0.0e+00 

399 

96 

Arabidopsis thaliana chromosome II BAC F23F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151804 

LIB3175-064-P1-K1-D7 

BLASTX 

g2244952 

351 

2.0e-33 
96 



19449 



II 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

(Z97340) strong similarity to ZK688.3 protein - 
Caenorhabditis elegans [Arabidopsis thaliana] 

151805 

LIB3175-064-P1-K1-D8 

BLASTX 

gl076282 

670 

1.0e-70 

133 

98 

aconitate hydratase (EC 4.2.1.3) - Arabidopsis thaliana 
(fragment) >gi_599625_emb_CAA58046_ (X82839) aconitase 
[Arabidopsis thaliana] 

151806 

LIB3175-064-P1-K1-D9 

BLASTX 

gl362007 

754 

2.0e-80 

139 

100 

thioglucosidase (EC 3.2.3.1) - Arabidopsis thaliana 
>gi_871992_emb_CAA55787_ (X79195) thioglucosidase 
[Arabidopsis thaliana] 



Seq. No. 


151807 


Seq. ID 


LIB3175-064 


Method 


BLASTX 


NCBI GI 


g3786017 


BLAST score 


386 


E value 


2.0e-37 


Match length 


76 


% identity 


99 


NCBI Description 


(AC005499) 




membrane pr 


Seq. No. 


151808 


Seq. ID 


LIB3175-064 


Method 


BLASTX 


NCBI GI 


g2827621 


BLAST score 


296 


E value 


8.0e-27 


Match length 


121 


% identity 


46 


NCBI Description 


(AL021636) 


Seq. No. 


151809 


Seq. ID 


LIB3175-064 


Method 


BLASTX 


NCBI GI 


g4455169 


BLAST score 


155 


E value 


3.0e-10 


Match length 


66 


% identity 


48 



19450 



NCBI Description 



(AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151810 

LIB3175-064-P1-K1-E5 

BLASTX 

gl850546 

442 

6.0e-44 

89 

99 

(U88045) syntaxin related protein AtVam3p [Arabidopsis 
thaliana] 

151811 

LIB3175-064-P1-K1-F10 

BLASTX 

g!703108 

574 

2.0e-59 

107 

99 

ACT IN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



151812 

LIB3175-064-P1-K1-F11 

BLASTN 

g3080430 

199 

1.0e-108 

420 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T19P19 
(ESSAII project) 

151813 

LIB3175-064-P1-K1-F12 

BLASTX 

gl27045 

353 

1.0e-49 

101 

96 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 

>gi_99756jpir JQ0410 methionine adenosyltransf erase (EC 

2.5.1.6) 2 - Arabidopsis thaliana >gi_166874 (M33217) 
S-adenosylmethionine synthetase (sam-2) [Arabidopsis 
thaliana] >gi_4558554__gb_AAD22647 . 1_AC007138_11 (AC007138) 
S-adenosylmethionine synthase 2 [Arabidopsis thaliana] 

151814 

LIB3175-064-P1-K1-F5 



19451 



Method 


BLASTN 


NCBI GI 


g3413696 


BLAST score 


144 


E value 


2, Oe-75 


Match length 


254 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T19L18 genomi< 




sequence, complete sequence [Arabidopsis thaliana] 


Cprr Ma 


151815 


Seq. ID 


LIB3175-064-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


g82734 


BLAST score 


588 


E value 


5.0e-61 


Match length 


118 


% identity 


30 


NCBI Description 


ubiquitin precursor — maize (fragment) 




>gi 226763 prf 1604470A poly-ubiquitin [Zea mays] 


Sea No 


151816 


Seq. ID 


LIB3175-064-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g4587587 


BLAST score 


371 


R value 


1. Oe-35 


Match lencrth 

X ~.<wX J. * -1— i 1. 1->XX 


72 




100 


NCBI Dpsrrintion 


(AC007232) unknown protein [Arabidopsis thaliana] 




151817 


Sea ID 


LIB3175-064-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g3860247 


BLAST score 


723 


E value 


7.0e-77 


Match length 


139 


& idpntitv 


96 


NCBI Description 


(AC005824) unknown protein [Arabidopsis thaliana] 


Sea No. 


151818 


Seq. ID 


LIB3175-064-P1-K1-G11 


Method 


BLASTX 


NCBI GI 


g2055273 


BLAST score 


660 


E value 


2.0e-69 




129 


"i Hpirf - "i +■ u 

O XUCUL-X L y 


99 


NPRT nfaqpri n't* "i on 

xS% A—/ — L l_y -i_ _1_ L_J _L- 


(D85339) hydroxypyruvate reductase [Arabidopsis thai 


kj C • iNU . 


151819 


Seq. ID 


LIB3175-064-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2635765 


BLAST score 


249 


E value 


3.0e-21 


Match length 


81 



19452 



CI 



% identity 


60 


NCBI Description 


(Z99120) similar to NifS protein homolog [Bacillus 




subtilis] 


Seq. No. 


151820 


Seq. ID 


LIB3175-064-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g4581109 


BLAST score 


503 


E value 


4.0e-51 


Match length 


121 


% identity 


83 


NCBI Description 


(AC005825) unknown protein [Arabidopsis thaliana] 


Seq. No. 


151821 


Seq. ID 


LIB3175-064-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g228408 


BLAST score 


231 


E value 


3.0e-19 


Match length 


46 


% identity 


52 


NCBI Description 


calmodulin 1 [Arabidopsis thaliana] 


Seq. No. 


151822 


Seq. ID 


LIB3175-064-P1-K1-G7 


Method 


BLASTN 


NCBI GI 


g2827538 


BLAST score 


366 


E value 


0.0e+00 


Match length 


393 


% identity 


98 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone T12H17 




(ESSAII project) 


Seq. No. 


151823 


Seq. ID 


LIB3175-064-P1-K1-G8 


Method 


BLASTN 


NCBI GI 


g3702735 


BLAST score 


192 


E value 


1. Oe-104 


Match length 


260 


% identity 


94 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clon< 




MQL5, complete sequence [Arabidopsis thaliana] 


Seq. No. 


151824 


Seq. ID 


LIB3175-064-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


g3650026 


BLAST score 


232 


E value 


1.0e-127 


Match length 


363 


% identity 


88 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T26I20 genomic 




sequence, complete sequence [Arabidopsis thaliana] 



19453 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



151825 

LIB3175-064-P1-K1-H11 

BLASTN 

g2618602 

376 

0.0e+00 

400 

81 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana]" 



PI clone: 



151826 

LIB3175-064-P1-K1-H12 

BLASTX 

gl66708 

637 

9.0e-67 

127 
99 

(M64118) glyceraldehyde-3-phosphate dehydrogenase 
[Arabidopsis thaliana] 

151827 

LIB3175-064-P1-K1-H2 

BLASTX 

g4753652 

246 

5.0e-21 

75 

56 

(AL049751) short-chain alcohol dehydrogenase like protein 
[Arabidopsis thaliana] 

151828 

LIB3175-064-P1-K1-H3 

BLASTN 

g3559808 

33 

3.0e-09 

143 

86 

Arabidopsis thaliana fdh gene 
151829 

LIB3175-064-P1-K1-H5 

BLASTX 

g3482918 

553 

6.0e-57 

110 

100 

(AC003970) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 

151830 

LIB3175-064-P1-K1-H6 
BLASTX 



19454 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!352347 
409 

5.0e-40 

102 

81 

ELONGATION FACTOR 1-BETA Al (EF-1-BETA) 

>gi_480620_pir S37103 translation elongation factor eEF-1 

beta-Al chain - Arabidopsis thaliana {cv. Colombia) 
>gi_398608_emb_CAA52751_ (X74733) elongation factor-1 beta 
Al [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151831 

LIB3175-064-P1-K1-H7 

BLASTN 

g2245073 

291 

1.0e-163 

383 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

151832 

LIB3175-064-P1-K1-H8 

BLASTX 

g3075394 

630 

6.0e-66 

122 

100 

(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi_3559809__emb_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 

151833 

LIB3175-064-P1-K1-H9 

BLASTX 

g4502781 

217 

2.0e-17 

128 

40 

centromere protein E >gi_399227_sp_Q02224_CENE_HUMAN 
CENTROMERIC PROTEIN E (CENP-E PROTEIN) 

>gi_284038_pir S28261 centromere protein E - human 

>gi_29865__emb_CAA78727__ (Z15005) CENP-E [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151834 

LIB3175-065-P1-K1-A1 

BLASTN 

g4539402 

345 

0.0e+00 

364 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F7L13 



19455 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151835 

LIB3175-065-P1-K1-A10 

BLASTX 

gl703227 

309 

3.0e-28 

85 

71 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC — PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC — ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_629770_pir S42535 alanine transaminase (EC 

2.6.1.2) - barley >gi_469148_emb_CAA81231_ (Z26322) alanine 
aminotransferase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151836 

LIB3175-065-P1-K1-A11 

BLASTX 

g4263772 

491 

1.0e-49 

94 

100 

(AC006218) hypothetical protein [Arabidopsis thaliana] 
>gi_4726120_gb_AAD28320.1_AC006436_ll (AC006436) putative 
aspartate aminotransferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151837 

LIB3175-065-P1-K1-A12 

BLASTN 

g2760168 

332 

0.0e+00 

402 

64 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MEE6, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151838 

LIB3175-065-P1-K1-A2 

BLASTX 

gl22007 

327 

2.0e-30 

117 

57 

HISTONE H2A >gi_100161_pir S114 98 histone H2A - parsley 

>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



151839 

LIB3175-065-P1-K1-A3 

BLASTX 

g2506443 

499 

1.0e-50 
136 



19456 



% identity 

NCBI Description 



76 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) [Arabidopsis thaliana] 



Seq. 'No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151840 

LIB3175-065-P1-K1-A4 

BLASTX 

gl076393 

543 

9.0e-56 

110 

100 

RCI14A protein - Arabidopsis thaliana 

>gi_540559_emb_CAA52237_ (X74140) RCI14A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151841 

LIB3175-065-P1-K1-A5 

BLASTN 

g2264318 

387 

0.0e+00 

391 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUP24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST scare 

E value 

Match length 

% identity 

NCBI Description 



151842 

LIB3175-065-P1-K1-A7 

BLASTX 

g4586265 

529 

4.0e-54 

128 

77 

(AL049640) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151843 

LIB3175-065-P1-K1-A8 

BLASTX 

g3335365 

362 

1.0e-34 

90 

80 

(AC003028) high affinity calcium antiporter [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



151844 

LIB3175-065-P1-K1-B1 



19457 





Method 


BLASTX 




NCBI GI 


g2507281 




BLAST score 


763 




E value 


1.0e-81 




Match 1 ^ncr1"h 


139 




£ i Hpnt" 1 1" v 


99 




NPRT Dp^rri rrt* "i on 


GTP-BINDING NUCLEAR PROTEIN RAN-2 >gi 1668706 emb CAA6604 






(X97380) atran2 [Arabidopsis thaliana] 




C *3 VJ • w • 


151845 




Seq. ID 


LIB3175-065-P1-K1-B10 




Method 


BLASTX 




NCBI GI 


g3786007 




BLAST score 


490 




E value 


1 . Oe-49 




Mafch 1 print h 


109 






92 




NCBI Description 


(AC005499) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


151846 




Seq* ID 


LIB3175-065-P1-K1-B11 




Method 


BLASTX 




NCBI GI 


g3805956 




BLAST score 


550 




F. valiie 


1. Oe-56 




Ma i~ r^h 1 on n"h V> 

Lid L.OI1 XC11U 


138 


u\ 




72 


rt~ 
'"^ 


NCBI Description 


(Y13769) laccase [Populus balsamifera subsp. trichocarpa] 






151847 




Seq. ID 


LIB3175-065-P1-K1-B12 




Method 


BLASTN 


y! 


NCBI GI 


g2264302 




BLAST score 


395 




E value 


0.0e+00 




Ma"f~r*h 1 print n 


411 




?; i ripnt" "i 1" v 

O -L. w 11LX L- V 


99 




WfRT Flocpr l "p)H — 1 nn 


Arshi Hnn<;i f hp 1 i arta rrt^nnTrn c DNA plrrnmn^nmp S. Pi rlonfi ! 


D 




MAPI 9 rrsmiDlptp ^pnrnenpp f Arabi cioDsis thalianal 




Sea. No. 


151848 




Seq. ID 


LIB3175-065-P1-K1-B2 




Method 


BLASTN 




NCBI GI 


g414549 




BLAST score 


86 




E value 


1.0e-40 




Match 1 print h 


171 




o _l *wic iii l y 


92 




IS^DX UC O J. -L L/ L. _L KJ11 


J\ralri HnnQ tq 1"hs 1 i ana fol inTt'h i a fM/T n^ol t p 1"ti n^p Tihn^inhsl - P 
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i ^ompra^p (Atcti'mc^ mRNA. roirvolptp cds 










Seq. ID 


LIB3175-065-P1-K1-B3 




Method 


BLASTN 




NCBI GI 


g4587641 




BLAST score 


212 




E value 


1.0e-116 



19458 



€1 



Match length 302 
% identity 100 

NCBI Description Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



151850 

LIB3175-065-P1-K1-B4 

BLASTX 

gll72872 

383 

4.0e-37 

96 

78 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856_pir JN0718 

drought -inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373__ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

151851 

LIB3175-065-P1-K1-B5 

BLASTX 

gll68728 

715 

6.0e-76 

129 

100 

CINNAMYL-ALCOHOL DEHYDROGENASE 1 (CAD) >gi__598071 (L37883) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 

151852 

LIB3175-065-P1-K1-B6 

BLASTX 

g2347188 

563 

4.0e-58 

138 
76 

(AC002338) laccase isolog [Arabidopsis thaliana] 
>gi_3150401 (AC004165) putative laccase [Arabidopsis 
thaliana] 

151853 

LIB3175-065-P1-K1-B7 

BLASTX 

g2245093 

498 

2.0e-50 

131 

50 

(Z97343) membrane channel protein [Arabidopsis thaliana] 
151854 

LIB3175-065-P1-K1-B8 

BLASTX 

g4544399 



19459 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBt GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



469 

4.0e-47 

133 

66 

(AC007047) 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



151855 

LIB3175-065-P1-K1-B9 

BLASTN 

g4063737 

269 

1.0e-150 

386 

98 

Arabidopsis thaliana chromosome II BAC F24D13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151856 

LIB3175-065-P1-K1-C1 

BLASTX 

g4567267 

427 

4.0e-42 

81 

96 

(AC006841) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



151857 

LIB3175-065-P1-K1-C10 

BLASTX 

g4544402 

362 

2.0e-34 

116 

21 

(AC007047) putative leucine rich repeat protein 
[Arabidopsis thaliana] 

151858 

LIB3175-065-P1-K1-C11 

BLASTN 

g3928074 

218 

1.0e-119 

397 

99 

Arabidopsis thaliana chromosome II BAC T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151859 

LIB3175-065-P1-K1-C12 

BLASTX 

g4455180 

596 

6.0e-62 



19460 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137 
88 

(AL035521) putative protein [Arabidopsis thaliana] 
151860 

LIB3175-065-P1-K1-C2 

BLASTX 

g459020 

274 

3.0e-24 

110 

47 

(U03392) light harvesting chlorophyll a/b binding protein 
of PSII [Euglena gracilis] 

151861 

LIB3175-065-P1-K1-C3 

BLASTN 

g4580454 

43 

7.0e-15 

153 

87 

Arabidopsis thaliana chromosome II BAC T2G17 genomic 
sequence, complete sequence 

151862 

LIB3175-065-P1-K1-C4 

BLASTN 

gl246400 

207 

1.0e-113 

337 
94 

A. thaliana mRNA for ferritin 
151863 

LIB3175-065-P1-K1-C6 

BLASTX 

gl66834 

119 

4.0e-23 
76 
72 

(M86720) 
activase 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642155 (AC003000) 



Rubisco activase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151864 

LIB3175-065-P1-K1-C7 

BLASTX 

gll2682 

141 

3.0e-27 

98 

74 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81605_pir_ 



S08510 



19461 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA32494_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

151865 

LIB3175-065-P1-K1-C8 

BLASTN 

g4539378 

98 

7.0e-48 

274 

91 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A21 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151866 

LIB3175-065-P1-K1-C9 

BLASTN 

g4006885 

331 

0.0e+00 

399 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

151867 

LIB3175-065-P1-K1-D11 

BLASTX 

g3242719 

652 

2.0e-68 

126 

99 

(AC003040) putative acetone-cyanohydrin lyase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



151868 

LIB3175-065-P1-K1-D12 

BLASTX 

g2956690 

459 

6.0e-46 

118 

60 

(AJ223306) PSBY [Arabidopsis thaliana] >gi_3414928 
(AF079800) PsbY precursor [Arabidopsis thaliana] 

151869 

LIB3175-065-P1-K1-D2 

BLASTX 

gll74847 

458 

9.0e-46 

87 

99 



19462 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



UBIQUITIN-CONJUGATING ENZYME E2-21 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 4) (UBIQUITIN CARRIER PROTEIN 4) >gi_431266 (L19354) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 

151870 

LIB3175-065-P1-K1-D4 

BLASTN 

g4309747 

125 

6.0e-64 

273 
88 

Arabidopsis thaliana chromosome II BAC T13E11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151871 

LIB3175-065-P1-K1-D5 

BLASTX 

g4589980 

582 

3.0e-60 

124 

90 

(AGO 07 195) cyclophilin, 



3 T partial [Arabidopsis thaliana] 



beq. wo. 


1 R1 R79 
1310 1 £ 




LIB3175-065-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g4544399 


BLAST score 


352 


E value 


3.0e-33 


Match length 


69 


% identity 


100 


NCBI Description 


(AC007047) putative beta-ketoacyl-CoA synthase 




thaliana] 


Seq. No. 


151873 


Seq. ID 


LIB3175-065-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3953473 


BLAST score 


575 


E value 


1.0e-59 


Match length 


126 


% identity 


95 


NCBI Description 


(AC002328) F2202.18 [Arabidopsis thaliana] 


Seq. No. 


151874 


Seq. ID 


LIB3175-065-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


gl!70503 


BLAST score 


531 


E value 


2.0e-54 


Match length 


102 


% identity 


100 


NCBI Description 


EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 


>gi 322503_pir JC1452 translation initiation 




eIF-4Al - Arabidopsis thaliana >gi_16554_embj 



19463 



(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 



Seq. No. 


151875 


Seq. ID 


LIB3175-065-P1-K1-D9 




BLASTX 


MpDT (IT 


a4539009 


"RT Zl Q T crnro 


721 


F" T7a 1 np 
£j v al LLC 


1. Oe-76 


L v lClL,V^ll _LCLiyL.ll 


137 


% i Hon+" i \~\7 


99 


NCBI Description 


(AL049481) putative prote 


Sea No* 


151876 


Seq. ID 


LIB3175-065-P1-K1-E1 


Method 


BLASTN 


NCBI GI 


g4455262 


OT 7\ OT« qpArp 


223 


P tt^i 1 n ^ 
Hi V ClX. Lit: 


1 . Oe-122 


Msir 1 ?! 1 print h 


243 


S- i Hon1"i 

0 -L I X 1 — L L-_y 


98 


\TP"RT nocrri r\+" i on 


Arahn rions "i thaliana DNA 

ni. g, -L. UvU o -i_ o LiiQ. -j — Luna i_/_.ti_7_v 




(ESSAII project) 


Seq. No. 


151877 


Seq. ID 


LIB3175-065-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g462579 


BLAST score 


341 


E value 


4.0e-32 


Match length 


89 



F17L22 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

MALATE DEHYDROGENASE (NADP) , CHLOROPLAST PRECURSOR 

(NADP-MDH) >gi_481222_pir S38346 malate dehydrogenase 

(NADP+) (EC 1.1.1.82) - garden pea >gi_397475_emb_CAA52614_ 
(X74507) malate dehydrogenase (NADP+) [Pisum sativum] 

151878 

LIB3175-065-P1-K1-E12 

BLASTX 

g4006853 

542 

1.0e-55 

129 

84 

(Z99707) cytochrome P450-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151879 

LIB3175-065-P1-K1-E3 

BLASTX 

g3335366 

309 

3.0e-28 

124 

44 

(AC003028) unknown protein [Arabidopsis thaliana] 



19464 



€1 



Seq. No. 


151880 


Qprr TD 


LIB3175-065-P1-K1-E5 


Method 


BLASTN 


NCBI GI 


gl483217 


BLAST score 


387 


F, 1 IIP 

Jut V CA -1— LA 


0 . Oe+00 




419 


% identity 


99 


NCBI DescriDtion 


A.thaliana gene induced upon wounding 


Seq. No. 


151881 


Sea ID 


LIB3175-065-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2827529 


J_> XJ/t.0 X DUulC 


403 


E 1 1 IIP 
£j V CL-L LLC 


2 . Oe-39 


Matrh 1 ph rri~ Vi 

L ia. 1C11UL11 


107 


S: identitv 


82 




(AL021633) putative protein [Arabidops 


Sea No 


151882 


Sea. ID 


LIB3175-065-P1-K1-E7 




BLASTN 


NCBI GI 


g2245073 


BLAST score 


299 


E* T7a 1 no 
Hi v ax LLC 


1 Oe-167 




415 




99 




Arabidopsis thaliana DNA chromosome 4, 




■f r*a rrmpnt No 


Seq. No. 


151883 


Seq. ID 


LIB3175-065-P1-K1-E8 


Method 


BLASTN 


NCBI GI 


g4309747 


BLAST score 


130 


E value 


7.0e-67 


Match length 


270 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



91 

Arabidopsis thaliana chromosome II BAC T13E11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151884 

LIB3175-065-P1-K1-E9 

BLASTN 

g4309747 

236 

1.0e-130 

408 

99 

Arabidopsis thaliana chromosome II BAC T13E11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151885 

LIB3175-065-P1-K1-F1 
BLASTX 



19465 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl669389 
495 

4,0e-50 

94 

97 

(U42007) actin 8 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151886 

LIB3175-065-P1-K1-F10 

BLASTX 

g2275217 

310 

2.0e-28 

109 

66 

(AC002337) chloroplast protein CP12 isolog [Arabidopsis 
thaliana] 



Seq. No. 


1 M £iP7 


oeq. ±u 


Jj±D Jl / -J \J \J 


Method 




NLB1 \jL 






567 


E value 


1.0e-58 


Match length 


134 


% identity 


78 


NCBI Description 


(AL035356) ] 


Seq. No. 


151888 


Seq. ID 


LIB3175-065 


Method 


BLASTX 


NCBI GI 


g!13024 


BLAST score 


622 


E value 


5.0e-65 


Match length 


125 


% identity 


100 


NCBI Description 


ISOCITRATE 




>gi_553043 


Seq. No. 


151889 


Seq. ID 


LIB3175-065 


Method 


BLASTX 


NCBI GI 


g2446981 


BLAST score 


554 


E value 


5.0e-57 


Match length 


109 



putative protein [Arabidopsis thaliana] 



(ISOCITRATASE) (ICL) 



% identity 

NCBI Description 



98 

(AB005560) At GDI 2 [Arabidopsis thaliana] 
>gi_2569936_emb__CAA04727_ (AJ001397) GDI2 
thaliana] 



[Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



151890 

LIB3175-065-P1-K1-F5 

BLASTX 

g99735 

432 

9.0e-43 



19466 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



83 
99 

L-ascorbate peroxidase (EC 1.11.1.11) precursor - 
Arabidopsis thaliana (fragment) 

151891 

LIB3175-065-P1-K1-F6 

BLASTX 

g4467156 

546 

4.0e-56 

138 

69 

(AL035540) putative protein [Arabidopsis thaliana] 
151892 

LIB3175-065-P1-K1-F7 

BLASTX 

gll70503 

275 

7.0e-29 

77 

90 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA46188_ 

(X65052) eukaryotic translation initiation factor 4A-1 

[Arabidopsis thaliana] 

151893 

LIB3175-065-P1-K1-F8 

BLASTX 

gl531762 

195 

6.0e-15 

51 
75 

(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

151894 

LIB3175-065-P1-K1-F9 

BLASTX 

gl652105 

185 

9.0e-14 

55 
58 

(D90902) hypothetical protein [Synechocystis sp.] 
151895 

LIB3175-065-P1-K1-G10 

BLASTX 

gl703108 

644 

1.0e-67 
122 



19467 



% identity 

NCBI Description ACT IN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



98 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151896 

LIB3175-065-P1-K1-G11 

BLASTX 

g!31289 

697 

8.0e-74 

131 

100 

PHOTOSYSTEM II 44 KD REACTION CENTRE PROTEIN (P6 PROTEIN) 

(CP43) >gi_72709_pir F2NT44 photosystem II chlorophyll 

a-binding protein psbC - common tobacco chloroplast 

>gi_225285_prf 1211235W photosystem II 44kD protein 

[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



151897 

LIB3175-065-P1-K1-G12 

BLASTN 

g2828185 

312 

1.0e-175 

396 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUD2 1 , complete sequence [Arabidopsis thaliana] 



Seq. No. 


151898 


Seq. ID 


LIB3175-065- 


Method 


BLASTX 


NCBI GI 


g2435515 


BLAST score 


366 


E value 


5.0e-35 


Match length 


70 


% identity 


97 


NCBI Description 


(AF024504) ] 


Seq. No. 


151899 


Seq. ID 


LIB3175-065 


Method 


BLASTX 


NCBI GI 


g4539428 


BLAST score 


185 


E value 


9.0e-14 


Match length 


60 


% identity 


67 


NCBI Description 


(AL049171) ] 


Seq. No. 


151900 


Seq. ID 


LIB3175-065 


Method 


BLASTN 


NCBI GI 


g3985957 


BLAST score 


41 



-K1-G2 



putative protein [Arabidopsis thaliana] 



19468 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-14 

97 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYN8, complete sequence [Arabidopsis thaliana] 

151901 

LIB3175-065-P1-K1-G5 

BLASTN 

g4510323 

365 

0.0e+00 

420 

100 

Arabidopsis thaliana BAC T7B11 from chromosome IV near 10 
cM, complete sequence 

151902 

LIB3175-065-P1-K1-G6 

BLASTX 

g2252840 

194 

6.0e-15 

74 

50 

(AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P38767) [Arabidopsis thaliana] 



Seq. No. 


151903 


Seq. ID 


LIB3175-065-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4262174 


BLAST score 


328 


E value 


1.0e-30 


Match length 


65 


% identity 


98 


NCBI Description 


(AC005508) 9058 [Arabidopsis 


Seq. No. 


151904 


Seq. ID 


LIB3175-065-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3149952 


BLAST score 


322 


E value 


7.0e-30 


Match length 


62 


% identity 


95 


NCBI Description 


(AB010259) DRH1 [Arabidopsis 


Seq. No. 


151905 


Seq. ID 


LIB3175-065-P1-K1-H1 


Method 


BLASTN 


NCBI GI 


g3869067 


BLAST score 


397 


E value 


O.Oe+00 


Match length 


397 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic 



19469 



MCK7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151906 

LIB3175-065-P1-K1-H10 

BLASTX 

g4115918 

300 

3.0e-27 

74 

76 

(AF118222) similar to nascent polypeptide associated 
complex alpha chain [Arabidopsis thaliana] 

151907 

LIB3175-065-P1-K1-H11 

BLASTX 

g2129640 

701 

3.0e-74 

138 

99 

magnesium chelatase chain - Arabidopsis thaliana 
>gi_1154627_emb__CAA92802_ (Z68495) magnesium chelatase 
subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151908 

LIB3175-065-P1-K1-H12 

BLASTX 

g82734 

593 

1.0e-61 

120 
30 

ubiquitin precursor - maize (fragment) 
>gi_226763_prf 1604 47 OA poly-ubiquitin [Zea mays] 

151909 

LIB3175-065-P1-K1-H2 

BLASTN 

g4558586 

97 

2.0e-47 

251 

94 

Arabidopsis thaliana chromosome 1 BAC T5I8 sequence, 
complete sequence 

151910 

LIB3175-065-P1-K1-H5 

BLASTN 

g2252823 

313 

1.0e-176 

410 

99 

Arabidopsis thaliana BAC IG005I10 



19470 



Sea. No. 


151911 


Seq. ID 


LIB3175-065 


Method 


BLASTX 


NCBI GI 


g4539340 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


50 


% identitv 


72 


NCBI Description 


(AL035539) 


Spct- No. 


151912 


Seq. ID 


LIB3175-065 


Method 


BLASTX 


NCBI GI 


g4581146 


BLAST score 


566 


E value 


2.0e-58 


Match length 


116 


% identity 


98 


NCBI Description 


(AC006919) 



-H6 



putative protein [Arabidopsis thaliana] 



-P1-K1-H8 



cytoplasmic [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151913 

LIB3175-065-P1-K1-H9 

BLASTX 

g4539408 

172 

2.0e-12 

72 
53 

(AL049524) putative alpha NAC [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151914 

LIB3175-066-P1-K1-A1 

BLASTX 

gl711036 

289 

1.0e-33 
93 
77 

(U78952) 
sativum] 



hydroxyproline rich glycoprotein PsHRGPl [Pisum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151915 

LIB3175-066-P1-K1-A10 

BLASTX 

g3212879 

708 

4.0e-75 

141 

95 

(AC004005) putative ribosomal protein L7 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



151916 

LIB3175-066-P1-K1-A12 

BLASTX 

g2146733 



19471 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



458 

8.0e-4 6 

98 
83 

GAST1 protein homolog (clone GASA1) 



- Arabidopsis thaliana 



151917 

LIB3175-066-P1-K1-A2 

BLASTX 

g3851636 

166 

1.0e-ll 

109 
59 

(AF098519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151918 

LIB3175-066-P1-K1-A3 

BLASTX 

gl710401 

345 

2.0e-32 

116 

67 

RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE SMALL CHAIN 
(RIBONUCLEOTIDE REDUCTASE) (R2 SUBUNIT) 

>gi_1044912_emb_CAA63194_ (X92443) ribonucleotide reductase 
R2 [Nicotiana tabacum] 

151919 

LIB3175-066-P1-K1-A4 

BLASTX 

gl346735 

95 

3.0e-03 

114 

71 

2, 3-BISPHOSPHOGLYCERATE- INDEPENDENT PHOS PHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENT PGAM) (PGAM-I) 

>gi_1076562_pir S49647 phosphoglycerate mutase (EC 

5.4.2.1) - castor bean >gi_474170_emb_CAA4 9995_ (X70652) 
phosphoglycerate mutase [Ricinus communis] 

151920 

LIB3175-066-P1-K1-A5 

BLASTX 

g2498726 

217 

2.0e-17 

80 
49 

DOLI CHYL- DI PHOS PHOOLI GOS ACCHARI DE — PROT E I N 

GLYCOSYLTRANSFERASE 48 KD SUBUNIT PRECURSOR (OLIGOSACCHARYL 
TRANSFERASE 48 KD SUBUNIT) (DDOST 48 KD SUBUNIT) (OST50P) 

>gi_1085153_pir JC4132 oligosaccharyltransf erase 50k chain 

- fruit fly (Drosophila melanogaster ) 



19472 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1019386_emb_CAA57525_ (X81999) 

oligosaccharyltransferase subunit [Drosophila melanogaster] 
151921 

LIB3175-066-P1-K1-A6 

BLASTN 

g4580744 

45 

4.0e-16 

84 
89 

Sequence of BAC F15I1 from Arabidopsis thaliana chromosome 
1, complete sequence 

151922 

LIB3175-066-P1-K1-A7 

BLASTX 

g3860277 

466 

5.0e-47 

95 

100 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

151 923 

LIB3175-066-P1-K1-A8 

BLASTX 

g82441 

363 

3.0e-35 

67 

97 

photosystem II chlorophyll a-binding protein psbC precursor 
- barley chloroplast 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151924 

LIB3175-066-P1-K1-B1 

BLASTX 

g3355468 

422 

1.0e-41 
110 
84 

(AC004218) 
thaliana] 



putative ribosomal protein L35 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151925 

LIB3175-066-P1-K1-B10 

BLASTN 

g3402671 

386 

0.0e+00 

425 

97 

Arabidopsis thaliana chromosome II BAC T16B24 genomic 



19473 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151926 

LIB3175-066-P1-K1-B11 

BLASTN 

g2924651 

413 

0.0e+00 

413 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K2A18, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151927 

LIB3175-066-P1-K1-B12 

BLASTX 

g2246621 

559 

1.0e-57 

122 
89 

(AF004393) salt-stress 
[Arabidopsis thaliana] 



induced tonoplast intrinsic protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151928 

LIB3175-066-P1-K1-B2 

BLASTX 

g2645971 

696 

1.0e-7 3 

130 

99 

(AF034255) reversibly glycosylated polypeptide-3 
[Arabidopsis thaliana] 



Seq. No. 


151929 


Seq. ID 


LIB3175-066-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g4589398 


BLAST score 


519 


E value 


6.0e-53 


Match length 


125 


% identity 


74 


NCBI Description 


( D8 9 97 2 ) aspar aginyl 


Seq. No. 


151930 


Seq. ID 


LIB3175-066-P1-K1-B6 


Method 


BLASTN 


NCBI GI 


g3402745 


BLAST score 


201 


E value 


1.0e-109 


Match length 


325 


% identity 


92 


NCBI Description 


Arabidopsis thaliana 




(ESSAII project) 



(VmPE-lA) [Vigna mungo] 



DNA chromosome 4, BAC clone F18E5 



Seq. No. 



151931 



19474 



Seq. ID LIB3175-066-P1-K1-B7 

Method BLASTN 

NCBI GI g4756963 

BLAST score 287 

E value 1.0e-160 

Match length 321 

% identity 97 

NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 

Seq. No. - 151932 

Seq. ID LIB3175-066-P1-K1-B9 

Method BLASTX 

NCBI GI gll09600 

BLAST score 169 

E value 2.0e-12 

Match length 62 

% identity 52 

NCBI Description (D16628) ATsEH [Arabidopsis thaliana] >gi_27 60840 

(AC003105) soluble epoxide hydrolase [Arabidopsis thaliana] 

Seq. No. 151933 

Seq. ID LIB3175-066-P1-K1-C1 

Method BLASTN 

NCBI GI g4063730 

BLAST score 390 

E value 0.0e+00 

Match length 394 

% identity 100 

NCBI Description Arabidopsis thaliana BAC F21J6 from chromosome V, 

containing KNAT3 and mapping near 60.5 cM, complete 
sequence [Arabidopsis thaliana] 

Seq. No. 151934 

Seq. ID LIB3175-066-P1-K1-C10 

Method BLASTX 

NCBI GI g3183274 

BLAST score 257 

E value 3.0e-22 

Match length 84 

% identity 60 

NCBI Description HYPOTHETICAL 26.5 KD PROTEIN C15A10.05C IN CHROMOSOME I 
>gi_2239182_emb_CAB10102_ (Z97208) hypothetical protein 
[Schizosaccharomyces pombe] 

Seq. No. 151935 

Seq. ID LIB3175-066-P1-K1-C11 

Method BLASTX 

NCBI GI g267069 

BLAST score 558 

E value 2.0e-57 

Match length 103 

% identity 100 

NCBI Description TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi__166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



19475 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151936 

LIB3175-066-P1-K1-C12 

BLASTN 

g4199934 

257 

1.0e-142 

368 
97 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151937 

LIB3175-066-P1-K1-C2 

BLASTN 

g4263586 

183 

2.0e-98 

429 

100 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC F28K20 sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151938 

LIB3175-066-P1-K1-C3 

BLASTX 

g4741960 

485 

6.0e-49 

111 

84 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151939 

LIB3175-066-P1-K1-C4 

BLASTX 

gl619297 

438 

2.0e-43 

118 

74 

(Y08490) alpha-tubulin 2 [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151940 

LIB3175-066-P1-K1-C7 

BLASTN 

g4757395 

242 

1.0e-133 

414 

94 

Arabidopsis thaliana genomic DNA, 
K21L13, complete sequence 



chromosome 5, TAC clone 



Seq. No. 
Seq. ID 
Method 



151941 

LIB3175-066-P1-K1-C9 
BLASTX 



19476 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



g4432856 
755 

1.0e-80 

139 
100 

(AC006300] 



putative 2A6 protein [Arabidopsis thaliana] 



151942 

LIB3175-066-P1-K1-D10 

BLASTN 

g4092472 

205 

l.Oe-111 

407 

100 

Arabidopsis thaliana BAC F1K3 from chromosome IV near 21 
cM, complete sequence [Arabidopsis thaliana] 



151943 

LIB3175- 

BLASTX 



■066-P1-K1-D3 





NCBI GI 


g320558 




BLAST score 


559 




E value 


i . ue-o / 


%D 


Match length 


12 / 




% identity 


90 


m 


NCBI Description 


DNA-binding protein - 






\M.Zz>Zoo) UNA Dinainy 




beq. jno. 


1 CI QA A 




oeq* J.U 


T.TR^I 7S-066-P1-K1-D4 




Method 


BLASTX 




NCBI GI 


g3193298 




BLAST score 


158 




E value 


1.0e-10 




Match length 


105 




% identity 


31 




NCBI Description 


(AF069298) T14P8.17 < 




Seq. No. 


151945' 




Seq. ID 


LIB3175-066-P1-K1-D5 




Method 


BLASTX 




NCBI GI 


g4539291 




BLAST score 


597 




E value 


4.0e-62 




Match length 


119 




% identity 


97 




NCBI Description 


(AL049480) putative ] 




Seq. No. 


151946 




Seq. ID 


LIB3175-066-P1-K1-D6 




Method 


BLASTX 




NCBI GI 


gl914683 




BLAST score 


201 




E value 


1.0e-15 




Match length 


68 




% identity 


66 



Arabidopsis thaliana >gi_601843 



[Arabidopsis thaliana] 



19477 



# 



NCBI Description (Y12013) RAD23, isoform I [Daucus carota] 



OC^i IN W * 


151947 


Seq. ID 


LIB3175-066-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2317731 


BLAST score 


533 


E value 


1.0e-54 


Match lencrth 


120 


% identity 


81 


NCBI Description 


(AF013628) reversibly glycosylated polypeptide-2 


[Arabidopsis thaliana] 




151948 


Seq. ID 


LIB3175-066-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g4056506 


BLAST score 


302 


E value 


2.0e-27 


Match length 


122 


% identity 


46 


NCBI Descriotion 


(AC005896) nodulin-like protein [Arabidopsis thaliana 




151949 


Seq. ID 


LIB3175-066-P1-K1-E10 


Method 


BLASTX 




g4584523 


DT 7\ Q T 


676 


Hi vd-LLlt; 


2.0e-71 


Ma1 - r , h 1 pncrth 


130 


O XUC11 L. J. L._y 


100 




(AL04 9607) putative protein [Arabidopsis thaliana] 




151950 


Seq. ID 


LIB3175-066-P1-K1-E11 


Method 


BLASTN 


NCBI GI 


g3386593 


BLAST score 


194 


F. lue 


1.0e-105 


Mafph 1 pncrth 


432 


% identity 


100 


NCBI Descriotion 


Arabidopsis thaliana chromosome II BAC F4I18 genomic 


sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


151951 


Seq. ID 


LIB3175-066-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


gll73438 


BLAST score 


228 


E value 


8.0e-19 



Match length 134 
% identity 34 

NCBI Description DEVELOPMENTAL PROTEIN SEVEN IN ABSENTIA 

>gi_280609_pir A36195 developmental protein sina - fruit 

fly (Drosophila melanogaster ) >gi__158467 (M38384) SEVEN IN 
ABSTENTIA [Drosophila melanogaster] 



19478 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151952 

LIB3175-066-P1-K1-E3 

BLASTX 

gll70089 

487 

2.0e-4 9 

99 

98 

GLUTATHIONE S-TRANSFERASE ERD13 {CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase (EC 

2.5.1.18) (clone ERD13) - Arabidopsis thaliana 
>gi_497789_dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004669) glutathione 
S-transferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151953 

LIB3175-066-P1-K1-E4 

BLASTX 

g2129789 

472 

2.0e-47 

119 

80 

biotin carboxyl carrier protein precursor (clone BP4) - 
rape >gi_1070006_emb_CAA62264_ (X90730) Biotin carboxyl 

carrier protein [Brassica napus] >gi_1589043_prf 2210244D 

Ac-CoA carboxylase :ISOTYPE=bp4 [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151954 

LIB3175-066-P1-K1-E5 

BLASTX 

g3377797 

630 

6.0e-66 

140 

89 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A, thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151955 

LIB3175-066-P1-K1-E6 

BLASTN 

g2914688 

98 

1.0e-47 

437 

98 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



151956 

LIB3175-066-P1-K1-E9 

BLASTX 

g4758520 



19479 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142 

7.0e-09 

118 

2 

hect domain and RLD 2 >gi_4 07 98 09_gb_AAD0 8 65 7 . 1_ (AF071172) 
HERC2 [Homo sapiens] 

151957 

LIB3175-066-P1-K1-F1 

BLASTX 

gl076366 

657 

4.0e-69 
124 
98 

peptidylprolyl isomerase (EC 
thaliana >gi_460968 (U07276) 

isomerase [Arabidopsis thaliana] >gi_992643 (U32186) 
cyclophilin [Arabidopsis thaliana] 

>gi_1091580_prf 2021266A peptidyl-Pro cis-trans isomerase 

[Arabidopsis thaliana] 



5.2.1.8) - Arabidopsis 
peptidyl-prolyl cis-trans 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



151958 

LIB3175-066-P1-K1-F10 

BLASTN 

g4572664 

428 

0.0e+00 

428 

100 

Arabidopsis thaliana chromosome II BAC F25P17 genomic 
sequence, complete sequence 

151959 

LIB3175-Q66-P1-K1-F11 

BLASTN 

g4510360 

46 

1.0e-16 

106 
86 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

151960 

LIB3175-066-P1-K1-F12 

BLASTN 

g4371278 

342 

0.0e+00 

425 

100 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151961 

LIB3175-066-P1-K1-F2 



19480 



II 



Method 


BLASTX 


NCBI GI 


gl710780 


BLAST score 


505 


E value 


3.0e-51 


Match length 


128 


% identity 


76 


NCBI Description 


40S RIBOSOMAL PROTEIN S9 (S7) >gi 1321917 emb CAA65433 




(X966131 cvtoDlasmic ribosomal Drotein S7 [PodosDora 




anserina] 


Seq. No. 


151962 


Seq. ID 


LIB3175-066-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4581109 


BLAST score 


662 


E value 


1.0e-69 


Ma-tch length 


139 


% identity 


91 


NCBI Description 


(AC005825) unknown protein [Arabidopsis thaliana] 


Seq. No. 


151963 


Seq. ID 


LIB3175-066-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3914468 


BLAST score 


320 


E value 


1.0e-29 


Match length 


105 


% identity 


62 


NCBI Deserintion 

JL Jh/^J* iJ? \-» JL. J.M L~ JL. wll 


26S PROTEASOME REGULATORY SUBUNIT S3 ( NUCLEAR ANTIGEN 21D7 




>ai 478411 Dir J02257 nuclear antia^n 21D7 - carrot 




>ai~ 217 911 - dbi - BAA02696 ^0134^4^ P1D7 antiapn fDaum*? 




carota] 


Seq. No. 


151964 


Seq. ID 


LIB3175-066-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g4455338 


BLAST score 


623 


E value 


4 . Oe-65 


Match length 


144 


% idpntitv 

o -i- vji ^ jl i .x i_ y 


85 


NCBI DescriDtion 

J- * n-' l—t JL L/x^r iJ7 \** JL. JL. kJ* Lj* JL. Vyil 


{ ALO 3 S S 2 S 1 nut" a t" i vp nrntpi n r Ata n"i Hnrmi "hhtalianal 


Seq. No. 


151965 


Seq. ID 


LIB3175-066-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4193388 


BLAST score 


437 


E value 


3.0e-43 


Match Ipnath 


117 


% idpntitv 

-i— L J— y 


74 




^fil U j14J J J L. x alio x. aUJ-CJiictx. J_y OUilUIUxlcU U LUUUx (J L fci-LIl LxlfcrVtrcl 




brasiliensis] 


Seq. No. 


151966 


Seq. ID 


LIB3175-066-P1-K1-G1 


Method 


BLASTX 



19481 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1 >gi_282927 
(EC 4.3.1.5)" 



pir S25303 

garden pea 



g266731 
233 

2.0e-19 

79 
59 

PHENYLALANINE AMMONIA- LYASE 
phenylalanine ammonia-lyase 

>gi_217980_dbj_BAA00885_ (D10001) phenylalanine 
ammonia-lyase [Pisum sativum] >gi_217982_dbj_BAA0088 6_ 
(D10002) phenylalanine ammonia-lyase [Pisum sativum] 

151967 

LIB3175-066-P1-K1-G10 

BLASTX 

gl702987 

565 

3.0e-58 

124 

93 

14-3-3-LIKE PROTEIN GF14 PHI >gi_1493805 (L09111) GF14 
protein phi chain [Arabidopsis thaliana] >gi_223214 6 
(AF001414) 14-3-3-like protein GF14 phi [Arabidopsis 
thaliana] 

151968 

LIB3175-066-P1-K1-G11 

BLASTN 

g4406790 

71 

8.0e-32 

217 

88 

Arabidopsis thaliana chromosome II BAC T1016 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151969 

LIB3175-066-P1-K1-G12 

BLASTX 

gl399380 

647 

6.0e-68 

138 

85 

(U43683) S-adenosyl-L-methionine:delta24-sterol-C- 
methyltransferase [Glycine max] 

151970 

LIB3175-066-P1-K1-G2 

BLASTN 

g4038029 

236 

1.0e-130 

431 

99 

Arabidopsis thaliana chromosome II BAC F504 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



19482 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151971 

LIB3175-066-P1-K1-G3 

BLASTX 

g2497753 

201 

8.0e-16 

81 

44 

NONSPECIFIC LIPID-TRANSFER PROTEIN 3 PRECURSOR (LTP 3) 
>gi_1321915_emb_CAA65477_ (X96716) lipid transfer protein 
[Prunus dulcis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



151972 

LIB3175-066-P1-K1-G5 

BLASTN 

g3659491 

172 

7.0e-92 

382 

98 

Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

151973 

LIB3175-066-P1-K1-G6 

BLASTX 

g2244971 

539 

3.0e-55 

135 

80 

(Z97340) hypothetical protein [Arabidopsis thaliana] 
151974 

LIB3175-066-P1-K1-G7 

BLASTN 

g3702739 

126 

2.0e-64 

177 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXE2, complete sequence [Arabidopsis thaliana] 

151975 

LIB3175-066-P1-K1-G8 

BLASTX 

g4454032 

272 

5.0e-24 

81 

59 

(AL035394) putative protein [Arabidopsis thaliana] 
151976 

LIB3175-066-P1-K1-G9 
BLASTX 



19483 



# 



NCBI GI 


g2342722 


BLAST score 


579 


E value 


5.0e-60 


Match length 


125 


% identitv 


92 


NCBI Description 


(AC0023411 unknown nrotpin [Arabi rion^i =i fhal i anal 


Sea. No 


151977 


Seq. ID 


LIB3175-066-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


g4468103 


BLAST score 


415 


E value 


0.0e+00 


Match length 


426 


% identity 


99 


NCBI Description 


Arabidoosis thaliana DNA chromosome 4 . BAC clone 




(ESSA project) 


Seq, No. 


151978 


Seq. ID 


LIB3175-066-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2947067 


BLAST score 


302 


E value 


2.0e-27 


Match length 


114 


% -I Hp-nt i i" v 


67 


NCBI Description 


(AC002521) hvoothetical Drotein PArabidonsis thaliana! 


Q parr "Mo 




Seq. ID 


LIB3175-066-P1 -K1 -H? 


Method 


BLASTX 


NCBI GI 


g3928103 


BLAST score 


604 


E value 


6.0e-63 


Match length 


133 


% identity 


90 


NCBI Description 


(AC005770} nnfal" i vp t* rhannpl nro+'Pi n r Arahi Hnn^i q 




thaliana] 


Sea No 


151980 


Seq. ID 


LIB3175-066-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g2119846 


BLAST score 


715 


E value 


6.0e-76 


Match length 


133 


% identity 


99 



NCBI Description 



chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 CAC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



151981 

LIB3175-066-P1-K1-H5 



19484 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2264309 

37 

3.0e-ll 

217 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJJ3, complete sequence [Arabidopsis thaliana] 



151982 

LIB3175-066-P1-K1-H6 

BLASTX 

g!710780 

514 

3.0e-52 

134 

75 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_ 
(X96613) cytoplasmic ribosomal protein S7 
anserinal 



PI clone 



emb_CAA65433_ 
[Podospora 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151983 

LIB3175-066-P1-K1-H8 

BLASTN 

g4584841 

409 

0.0e+00 

413 

100 

Genomic sequence for Arabidopsis thaliana BAC T23E23, 
complete sequence 



151984 

LIB3175-066-P1-K1-H9 

BLASTN 

g2828183 

260 

l*0e-144 

383 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MPL12, complete sequence [Arabidopsis thaliana] 



PI clone 



151985 

LIB3175-068-P1-K1-A2 

BLASTN 

g2656029 

147 

5.0e-77 

311 

95 

Arabidopsis thaliana genomic 
MQB2 



DNA, chromosome 5, PI clone 



Seq. No. 
Seq. ID 
Method 



151986 

LIB3175-068-P1-K1-A3 
BLASTX 



19485 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



gl209756 
46 

9.0e-43 

137 

63 

(U4 3629) integral membrane protein [Beta vulgaris] 
151987 

LIB3175-068-P1-K1-A5 

BLASTX 

g3337356 

584 

2.0e-60 

116 

99 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

151988 

LIB3175-068-P1-K1-A6 

BLASTX 

g3757524 

533 

2.0e-54 

143 

78 

(AC005167) tetracycline transporter-like protein 
[Arabidopsis thaliana] 

151989 

LIB3175-068-P1-K1-A7 

BLASTN 

g3355463 

208 

1.0e-113 

289 

99 

Arabidopsis thaliana chromosome II BAC F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

151990 

LIB3175-068-P1-K1-A8 

BLASTX 

g4455353 

609 

2.0e-63 

147 

84 

(AL035524) putative protein [Arabidopsis thaliana] 
151991 

LIB3175-068-P1-K1-A9 

BLASTX 

g4580394 

262 

8.0e-23 
107 



19486 




% identity 


44 


NCBI Description 


(AC007171) putative fatty acid elongase [Arabidopsis 




thaliana] 


Seq. No. 


151992 


Seq. ID 


LIB3175-068-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4154281 


BLAST score 


431 


E value 


1.0e-42 


Match length 


102 


% identity 


77 


NCBI Description 


(AF082347) C13 endopeptidase NP1 precursor [Zea mays] 


Seq. No. 


151993 


Seq. ID 


LIB3175-068-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4154281 


BLAST score 


432 


E value 


1.0e-42 


Match length 


103 


% identity 


77 


NCBI Description 


(AF082347) C13 endopeptidase NP1 precursor [Zea mays] 


Sea. No. 


151994 


Seq. ID 


LIB3175-068-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2832629 


BLAST score 


194 


E value 


9.0e~15 


Match length 


152 


% identity 


35 


NCBI Description 


(AL021711) 4-coumarate-CoA ligase - like [Arabidopsis 




thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
.BLAST score 
E value 
Match length 
% identity 
NCBI Description 



151995 

LIB3175-068-P1-K1-B2 

BLASTX 

g267073 

67 

1.0e-62 

136 

87 

TUBULIN BETA- 2 /BETA- 3 CHAIN >gi_320184jpir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_1668 98 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151996 

LIB3175-068-P1-K1-B3 

BLASTX 

g3335340 

329 

5.0e-31 

80 

80 

(AC004512) Strong similarity to xylglucan 



19487 



endo-transglycolsylase (TCH4) gene gb_U27 609, first exon 
contains strong similarity to meri 5 gene gb_Z17989 from A. 
thaliana. EST gb_N37583 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
r Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



151997 

LIB3175-068-P1-K1-B4 

BLASTN 

g3510343 

408 

0.0e+00 

416 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 

151998 

LIB3175-068-P1-K1-B5 

BLASTX 

gl35467 

679 

1.0e-71 

130 

95 

TUBULIN BETA- 4 CHAIN >gi_2129546_pir S68122 beta-tubulin 4 

- Arabidopsis thaliana >gi_166640 (M21415) beta-tubulin 
[Arabidopsis thaliana] 

151999 

LIB3175-068-P1-K1-B6 

BLASTX 

g4220527 

152 

8.0e-10 

44 

64 

(AL035356) putative protein [Arabidopsis thaliana] 
152000 

LIB3175-068-P1-K1-B7 

BLASTX 

gll75013 

608 

3.0e-63 

137 

88 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_629542_pir S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb__CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 

152001 

LIB3175-068-P1-K1-B8 

BLASTX 

g4741952 

577 

9.0e-60 



19488 



II 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



113 
72 

(AF134126) Lhcb3 protein [Arabidopsis thaliana] 
152002 

LIB3175-068-P1-K1-B9 

BLASTX 

gl35467 

268 

4.0e-24 

53 

91 

TUBULIN BETA- 4 CHAIN >gi_212954 6_pir S68122 beta-tubulin 4 

- Arabidopsis thaliana >gi_166640 (M21415) beta-tubulin 
[Arabidopsis thaliana] 

152003 

LIB3175-068-P1-K1-C11 

BLASTX 

g2130028 

199 

7.0e-29 

87 
74 

B12D protein - barley >gi_471319_emb_CAA54065 . 1_ (X76604) 
HvB12D [Hordeum vulgare] >gi_3445292_emb_CAA70936_ (Y09805) 
B12Dgl [Hordeum vulgare] 

152004 

LIB3175-068-P1-K1-C12 

BLASTN 

g3426061 

68 

7.0e-30 

224 

83 

Arabidopsis thaliana mRNA for monooxygenase 
152005 

LIB3175-068-P1-K1-C2 

BLASTX 

gl32110 

690 

6.0e-73 

132 

97 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

152006 

LIB3175-068-P1-K1-C4 

BLASTN 

g2264318 



19489 



© 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



259 

1.0e-144 

458 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUP24, complete sequence [Arabidopsis thaliana] 



Cpa No 


152007 


Seq. ID 


LIB3175-068-P1-K1-C5 


Mpt*hnd 

Lit? L- L±\J\JL 


BLASTX 


NCBI GI 


a3341697 


BLAST score 


399 


Inp 

J—l V CI -L. <L-l 


8 . Oe-39 


Match length 


104 


% identity 


71 


NCBI Description 


(AC003672) hypothetical protein 


Seq. No. 


152008 


Seq. ID 


LIB3175-068-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g2288887 


BLAST score 


512 


E value 


5.0e-52 


Match length 


98 


% identity 


100 


NCBI Description 


(Y14325) mevalonate diphosphate 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_3250736_emb_CAA76803_ (Y17593) mevalonate 
diphosphate decarboxylase [Arabidopsis thaliana] 
>gi_3786002 (AC005499) mevalonate diphosphate decarboxylase 
[Arabidopsis thaliana] 

152009 

LIB3175-068-P1-K1-C9 

BLASTX 

gl402904 

679 

1.0e-71 

140 

95 

(X98313) peroxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152010 

LIB3175-068-P1-K1-D10 

BLASTN 

g2462076 

373 

0.0e+00 

428 

97 

A. thaliana mRNA for oxal-like gene 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



152011 

LIB3175-068-P1-K1-D11 

BLASTX 

g3355471 

752 

3.0e-80 



19490 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150 
95 

(AC004218) putative lysophospholipase [Arabidopsis 
thaliana] 

152012 

LIB3175-068-P1-K1-D12 

BLASTX 

g4585935 

720 

2.0e-76 

136 

99 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_474 194 6_gb_AAD2 8770 . 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No. 


152013 




XjXDJI / «J UuO IT -L I\-L. 












-L -7 -J 


E value 


J . Uc X 3 


ixiatcn leng en 


/ o 


is j_vj.t;iiL-L uy 


^ u 


NCBI Descriotion 


(D90909) ABC transporter [Synechocystis 


Seq. No. 


152014 


Seq. ID 


LIB3175-068-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl32074 


BLAST score 


569 


E value 


7.0e-59 


Match length 


105 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL 




(RUBISCO SMALL SUBUNIT 1A) >gi__68063_pi 




ribulose-bisphosphate carboxylase (EC 4 




Al precursor - Arabidopsis thaliana 


Seq. No. 


152015 


Seq. ID 


LIB3175-068-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2288887 


BLAST score 


502 


E value 


7.0e-51 


Match length 


96 


% identity 


100 



NCBI Description 



Seq. No. 
Seq. ID 
Method 



(Y14325) mevalonate diphosphate decarboxylase [Arabidopsis 
thaliana] >gi_3250736_emb_CAA76803__ (Y17593) mevalonate 
diphosphate decarboxylase [Arabidopsis thaliana] 
>gi_3786002 (AC005499) mevalonate diphosphate decarboxylase 
[Arabidopsis thaliana] 

152016 

LIB3175-068-P1-K1-D6 
BLASTX 



19491 





NCBI GI 


g2739373 




BLAST score 


245 




E value 


9.0e-21 




Match length 


131 




% identity 


38 




NCBI Description 


(AC002505) putative flavonol 3-o-glucosyltransf erase 






[Arabidopsis thaliana] 




Seq. No. 


152017 




Seq. ID 


LIB3175-068-P1-K1-D7 




Method 


BLASTX 




NCBI GI 


g2462834 




BLAST score 


186 




E value 


7.0e-14 




Match length 


99 




%• identity 


40 




NCBI Description 


(AF000657) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


152018 




Seq. ID 


LIB3175-068-P1-K1-D8 




Method 


BLASTX 




NCBI GI 


g4185505 


fl 


BLAST score 


448 




E value 


1.0e-44 




Match length 


112 


01 


% identity 


77 


ffi 


NCBI Description 


(AF101038) nonspecific lipid - transf er protein precursor 






[Brassica napus] 




Seq. No. 


152019 




Seq. ID 


LIB3175-068-P1-K1-D9 


y = 


Method 


BLASTN 


2 


NCBI GI 


g2760316 




BLAST score 


219 




E value 


1.0e-120 


H 

:ss=a 


Match length 


291 




% identity 


94 


Q 


NCBI Description 


The sequence of BAC F1N21 from Arabidopsis thaliana 


0 




chromosome 1, complete sequence [Arabidopsis thaliana] 




Seq. No. 


152020 




Seq. ID 


LIB3175-068-P1-K1-E1 




Method 


BLASTX 




NCBI GI 


gl402904 




BLAST score 


524 




E value 


1.0e-53 




Match length 


110 




% identity 


93 




NCBI Description 


(X98313) peroxidase [Arabidopsis thaliana] 




Sea. No. 


152021 

J* w V *L* ^ 




Seq. ID 


LIB3175-068-P1-K1-E10 




Method 


BLASTX 




NCBI GI 


gl082798 




BLAST score 


200 




E value 


1.0e-15 




Match length 


98 



19492 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42 

spliceosome-associated protein SAP 61 
(U08815) SAP 61 [Homo sapiens] 



human >gi_508723 



152022 

LIB3175-068-P1-K1-E12 

BLASTX 

g2459445 

202 

1.0e-15 

57 

32 

(AC002332) putative ribonucleoprotein [Arabidopsis 
thaliana] 

152023 

LIB3175-068-P1-K1-E2 

BLASTX 

g2702376 

259 

2.0e-22 

100 
48 

(AF038605) Similar to acyl-CoA dehydrogenase; coded for by 
C. elegans cDNA yk58h2.3; coded for by C. elegans cDNA 
yk4 66cl2.3; coded for by C. elegans cDNA yk258d6.3; coded 
for by C. elegans cDNA ykl58el0.3; coded for by C. elegans 
cDNA yk427 . . . >gi_4455127_gb_AAD21088_ (AF127558) 
isovaleryl-CoA dehydrogenase precursor [Caenorhabditis 
elegans] 



Seq. No. 


152024 


Seq. ID 


LIB3175-068-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3461848 


BLAST score 


642 


E value 


2.0e-67 


Match length 


143 


% identity 


90 


NCBI Description 


(AC005315) putative AT Pa 


Seq. No. 


152025 


Seq. ID 


LIB3175-068-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3915826 


BLAST score 


579 


E value 


6.0e-60 


Match length 


134 


% identity 


81 


NCBI Description 


60S RIBOSOMAL PROTEIN L5 


Seq. No. 


152026 


Seq. ID 


LIB3175-068-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2827556 


BLAST score 


613 


E value 


7.0e-64 



[Arabidopsis thaliana] 



19493 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



123 
100 

(AL021635) 



predicted protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152027 

LIB3175-068-P1-K1-E6 

BLASTN 

g4544435 

402 

0.0e+00 

430 

99 

Arabidopsis thaliana chromosome II BAG F14M13 genomic 
sequence, complete sequence 

152028 

LIB3175-068-P1-K1-E7 

BLASTX 

g2702376 

262 

9.0e-23 

100 

49 

(AF038605) Similar to acyl-CoA dehydrogenase; coded for by 
C. elegans cDNA yk58h2.3; coded for by C. elegans cDNA 
yk466cl2.3; coded for by C. elegans cDNA yk258d6.3; coded 
for by C. elegans cDNA ykl58el0.3; coded for "by C. elegans 
cDNA yk427 . . . >gi_4455127_gb_AAD21088_ (AF127558) 
isovaleryl-CoA dehydrogenase precursor [Caenorhabditis 
elegans] 

152029 

LIB3175-068-P1-K1-E8 

BLASTX 

gl304227 

447 

2.0e-44 

138 
57 

(D63781) Epoxide hydrolase [Glycine max] 
>gi_2764804_emb_CAA55293_ (X78547) epoxide hydrolase 
[Glycine max] 

152030 

LIB3175-068-P1-K1-E9 

BLASTN 

g4589419 

296 

1.0e-166 

355 
58 

Arabidopsis thaliana genomic 
K2I5, complete sequence 



DNA, chromosome 5, TAC clone: 



Seq. No. 
Seq. ID 
Method 



152031 

LIB3175-068-P1-K1-F1 
BLASTX 



19494 



NCBI GI 


g4567256 


BLAST score 


220 


E value 


7 , Oe-18 


Match length 


40 


% identity 


97 


NCBI Description 


(AC007070) putative 60S ribosomal protein L39 [Arabidopsis 




thaliana] 


Seq. No. 


152032 


Seq. ID 


LIB3175-068-P1-K1-F10 


Method 


BLASTN 


NCBI GI 


g3540210 


BLAST score 


133 


E value 


9, Oe-69 


Match length 


235 


% identity 


95 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F5A8 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


152033 


Seq. ID 


LIB3175-068-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2244760 


BLAST score 


433 


E value 


7.0e-43 


Mat ch length 


124 


% identity 


67 


NCBI Description 


(Z 97 335) selenium-binding protein [Arabidopsis thaliana] 


Seq. No. 


152034 


Seq. ID 


LIB3175-068-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g2605769 


BLAST score 


199 


E value 


1. Oe-18 


Match length 


98 


% identity 


63 


NCBI Description 


(AF027288) NADH dehydrogenase [Olea europaea] 


Seq. No. 


152035 


Seq. ID 


LIB3175-068-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4589398 


BLAST score 


343 


E value 


2.0e-32 


Match length 


75 


% identity 


81 


NCBI Description 


(D89972) asparaginyl endopeptidase (VmPE-lA) [Vigna mungo] 


Seq. No. 


152036 


Seq. ID 


LIB3175-068-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


289 


E value 


3.0e-27 


Match length 


101 


% identity 


69 



19495 



NCBI Description (AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E .value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152037 

LIB3175-068-P1-K1-F7 

BLASTX 

g3641837 

512 

4.0e-52 

106 
96 

(AL023094) Nonclathrin 
[Arabidopsis thaliana] 



coat protein gamma - like protein 



152038 

LIB3175-068-P1-K1-F8 

BLASTX 

g2160158 

330 

6.0e-31 

115 
65 

(AC000132) Similar to elongation factor 1-gamma 
(gb_EFlG_XENLA) . ESTs gb_T20564, gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 

152039 

LIB3175-068-P1-K1-F9 

BLASTX 

g2982303 

617 

2.0e-64 

137 

81 

(AF051236) hypothetical protein [Picea mariana] 



152040 

LIB3175-068-P1-K1-G10 

BLASTN 

g4490734 

117 

2.0e-59 

153 
94 

Arabidopsis thaliana DNA chromosome 4, 
project) 



BAC clone (ESSA 



152041 

LIB3175-068-P1-K1-G11 

BLASTX 

g4454051 

661 -\ 

1.0e-69 

130 

98 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



19496 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O • 

152042 

LIB3175-068-P1-K1-G12 

BLASTX 

g4725950 

282 

5.0e-25 

129 

50 

(AL04 9730) putative Phospholipase D [Arabidopsis thaliana] 
>gi_4725951_emb_CAB41722.1_ (AL049730) putative 
proline-rich protein [Arabidopsis thaliana] 



152043 

LIB3175-068-P1-K1-G4 

BLASTX 

g3150414 

515 

2.0e-52 

127 

81 

(AC004165) AtRanBPlb protein 



[Arabidopsis thaliana] 



152044 

LIB3175-068-P1-K1-G5 

BLASTN 

g3250673 

211 

1.0e-115 

437 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16H5 
(ESSAII project) 

152045 

LIB3175-068-P1-K1-G6 

BLASTX 

g4559396 

156 

2.0e-10 

42 

71 

(AC006526) unknown protein [Arabidopsis thaliana] 
152046 

LIB3175-068-P1-K1-G7 

BLASTX 

gl20667 

463 

2.0e-46 

109 

84 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 

19497 



1 



dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152047 

LIB3175-068-P1-K1-G8 

BLASTX 

g2760606 

286 

1.0e-25 

57 

100 

(AB001568) phospholipid hydroperoxide glutathione 
peroxidase-like protein [Arabidopsis thaliana] >gi_3004869 
(AF030132) glutathione peroxidase; ATGP1 [Arabidopsis 
thaliana] >gi_4539451_emb_CAB39931 . 1_ (AL04 9500) 
phospholipid hydroperoxide glutathione peroxidase 
[Arabidopsis thaliana] 



□ eq* lno. 
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NCBI Description 


(Z73937) RAB2A [Lotus japonicus] 


o e q . in o . 




t>eq. iu 


T TP*31 7R — -PH — Rl n 
LlDJi / J l/OO r 1 IVX nlU 


Method 








niiAoi score 


,3 J. O 


Hi vaj.ue 


O fio— 9 Q 


i v iciL.\— ii icily Lii 


o o 


% idpntitv 


68 


NCBI Description 


(AL035440) putative beta-1, 3-glucanase 




thaliana] 


Seq. No. 


152050 


Seq. ID 


LIB3175-068-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g4689386 


BLAST score 


289 


E value 


5.0e-26 


Match length 


78 


% identity 


72 


NCBI Description 


(AF1394 68) photosystem I reaction center 




radiata] 


Seq. No. 


152051 


Seq. ID 


LIB3175-068-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2499327 


BLAST score 


410 


E value 


3.0e-40 


Match length 


111 


% identity 


76 



[Vigna 



19498 



NCBI Description 



NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

( COMPLEX I-20KD) (CI-20KD) >gi__1084345 jpir S52286 NADH 

dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 
>gi_643090_emb_CAA58887.1_ (X84078) NADH dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 


152052 


Seq. ID 


LIB3175-068-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g974294 


BLAST score 


238 


E value 


6.0e-20 


Match length 


92 


% identity 


54 


NCBI Description 


(U31309) LP6 [Pinus taeda] 


Seq. No. 


152053 


Seq. ID 


LIB3175-068-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


gll70660 


BLAST score 


674 


E value 


4.0e-71 


Match length 


138 


% identity 


99 


NCBI Description 


MEVALONATE KINASE (MK) >gi 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1880_pir S42088 mevalonate 

kinase (EC 2.7.1.36) - Arabidopsis thaliana 
>gi_456614_emb_CAA54820_ (X77793) mevalonate kinase 
[Arabidopsis thaliana] 

152054 

LIB3175-068-P1-K1-H4 

BLASTX 

g2446981 

636 

1.0e-66 

127 

95 

(AB005560) AtGDI2 [Arabidopsis thaliana] 
>gi_2569936_emb_CAA04727_ (AJ001397) GDI2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152055 

LIB3175-068-P1-K1-H6 

BLASTX 

g2088654 

268 

4.0e-35 

111 

77 

(AF002109) 60S acidic ribosomal protein P0 isolog 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



152056 

LIB3175-070-P1-K-A1 

BLASTX 

gl585128 

288 



19499 



E value 
Match length 
% identity 
NCBI Description 



6.0e-26 

122 
36 

isopeptidase T [Homo sapiens] 



Seq. No. 


152057 


Seq. ID 


LIB3175-070-P1-K-A10 


Method 


BLASTX 


NCBI GI 


g3941289 


BLAST score 


248 


E value 


3.0e-21 


Match length 


105 


% identity 


51 


NCBI Description 


(AF018093) similarity to SCAMP37 [Pisum sativum] 


Seq. No. 


152058 


Seq. ID 


LIB3175-070-P1-K-A11 


Method 


BLASTX 


NCBI GI 


g3342556 


BLAST score 


569 


K va 1 hp 

J— l V U. -1- 


8 . 0e-59 


Match length 


131 


% identity 


42 


NCBI Description 


(AF077528) importin alpha [Arabidopsis thaliana] 


Seq. No. 


152059 


Seq. ID 


LIB3175-070-P1-K-A2 


Method 


BLASTX 


NCBI GI 


g3421123 


BLAST score 


521 


E value 


3.0e-53 


Match length 


102 


% identity 


99 


NCBI Description 


(AF043538) 20S proteasome beta subunit PBG1 [Arabidopsis 




thaliana] 


Seq. No. 


152060 


Seq. ID 


LIB3175-070-P1-K-A3 


Method 


BLASTN 


NCBI GI 


a4519193 


BLAST score 


107 


R V3 1 no 

ill v CIXUC 


3 Oe-53 


Lid ICU*^ L.I1 


319 


% identity 


42 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 




MDC11, complete sequence 


Seq. No. 


152061 


Seq. ID 


LIB3175-070-P1-K-A4 


Method 


BLASTX 


NCBI GI 


g99681 


BLAST score 


597 


E value 


4.0e-62 


Match length 


135 



% identity 89 

NCBI Description cold-regulated protein cor 4 7 - Arabidopsis thaliana 

(fragment) >gi_388259_emb_CAA42483_ (X59814) Cold and ABA 



19500 



© • 

regulated gene [Arabidopsis thaliana] 



Seq. No. 


152062 


Seq. ID 


LIB3175-070-P1-K-A5 


Metnoa 


BLASTX 


NCBI GI 


g3128192 


BLAST score 


514 


E value 


2.0e-52 


Match length 


140 


% identity 


69 


NCBI Description 


{AC004521) axi 1-like protein [Arabidopsis thaliana] 


Seq. No. 


152063 


Seq. ID 


LIB3175-070-P1-K-A6 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


489 


E value 


3. 0e-49 


Match length 


123 


% identity 


85 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB-140) (LHCP) >gi_16376_emb_CAA27543__ (X03909) 




chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsi 




thaliana] 


Seq. No. 


152064 


Seq. ID 


LIB3175-070-P1-K-B1 


Method 


BLASTX 


NCBI GI 


gll5385 


BLAST sct> re 


623 


E value 


4.0e-65 


Match length 


121 


% identity 


99 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB-4) (LHCP) >gi 166646 (M63931) light-harvesting 




chlorophyll a/b binding protein [Arabidopsis thaliana] 


Seq. No. 


152065 


Seq. ID 


LIB3175-070-P1-K-B10 


Method 


BLASTN 


NCBI GI 


0 0 0 0*1 o o 

g2828182 


BLAST score 


148 


E value 


2.0e-77 


Match length 


421 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




M0J9/ complete sequence [Arabidopsis thaliana] 


Seq. No. 


152066 


Seq. ID 


LIB3175-070-P1-K-B11 


Method 


BLASTX 


NCBI GI 


g3024434 


BLAST score 


508 


E value 


1.0e-51 


Match length 


122 


% identity 


85 


NCBI Description 


26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 



19501 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



PROTEIN HOMOLOG 1) (TBP-1) >gi_2564337_dbj_BAA22951_ 
(D88663) Tat binding protein 1 [Brassica rapa] 

152067 

LIB3175-070-P1-K-B5 

BLASTX 

g3953471 

687 

1.0e-72 

139 

91 

(AC002328) F2202.16 [Arabidopsis thaliana] 
152068 

LIB3175-070-P1-K-B6 

BLASTX 

g4586265 

475 

9.0e-48 

113 

78 

(AL049640) putative protein [Arabidopsis thaliana] 
152069 

LIB3175-070-P1-K-B8 

BLASTX 

g4585935 

173 

9.0e-13 

58 
69 

(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_4741946_gb__AAD28770 . 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 

152070 

LIB3175-070-P1-K-B9 

BLASTX 

gll2682 

371 

7.0e-36 

87 
86 

12S SEED STORAGE PROTEIN PRECURSOR >gi_8 1605_pir S08510 

cruciferin precursor (CRB) - Arabidopsis thaliana 
>gi_166678 (M37248) 12S storage protein CRB [Arabidopsis 
thaliana] >gi_808937_emb_CAA324 94_ (X14313) 12S seed 
storage protein [Arabidopsis thaliana] 

152071 

LIB3175-070-P1-K-C1 

BLASTX 

g3329463 

231 

3.0e-31 

110 
65 



19502 



NCBI Description 



TAF061515) f erroxin-dependent glutamate synthase precursor 
[Spinacia oleracea] 



Seq. No. 


152072 


Seq. ID 


LIB3175-070-P1-K-C10 


Method 


BLASTN 


NCBI GI 


g3449330 


BLAST score 


145 


E value 


8.0e-76 


Match length 


312 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3/ PI clc 




MDJ14, complete sequence [Arabidopsis thaliana] 


Seq. No. 


152073 


Seq. ID 


LIB3175-070-P1-K-C11 


Method 


BLASTX 


NCBI GI 


g2335099 


BLAST score 


450 


E value 


7.0e-45 


Match length 


133 


% identity 


32 


NCBI Description 


(AC002339) unknown protein [Arabidopsis thaliana] 


Seq. No. 


152074 


Seq. ID 


LIB3175-070-P1-K-C12 


Method 


BLASTN 


NCBI GI 


Q4415928 


BLAST score 


62 


E value 


3. 0e-26 


Match length 


162 


% i dent* it v 


85 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F13A10 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


152075 


Seq. ID 


LIB3175-070-P1-K-C4 


Method 


BLASTX 


NCBI GI 


g4454464 


BLAST score 


513 


E value 


3.0e-52 


&atch lencrth 


118 


O -1- vj.d 1 ' L L jf 


84 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


152076 


Seq. ID 


LIB3175-070-P1-K-C6 


Method 


BLASTN 


NCBI GI 


g2244991 


BLAST score 


265 


E value 


1.0e-147 


Match length 


417 


% identity 


96 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, ESSA I contig 




fragment No 


Seq. No. 


152077 



19503 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-070-P1-K-C7 

BLASTX 

g4581114 

491 

1.0e-49 

102 
95 

(AC005825) putative HesB-like protein; required for 
efficient nitrogen fixation in Cyanobacteria [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152078 

LIB3175-070-P1-K-D1 

BLASTX 

g3024434 

503 

5.0e-51 

124 

83 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_2564337_dbj_BAA22951__ 
(D88663) Tat binding protein 1 [Brassica rapa] 



152079 

LIB3175-070-P1-K-D10 

BLASTN 

g4580745 

374 

0.0e+00 

410 

98 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC F10O3 sequence, 



152080 

LIB3175-070-P1-K-D11 

BLASTN 

g3128142 

328 

0.0e+00 

415 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQN23, complete sequence [Arabidopsis thaliana] 

152081 

LIB3175-070-P1-K-D12 

BLASTX 

gll4591 

579 

5.0e-60 

124 

94 

ATP SYNTHASE EPSILON CHAIN >gi_81663_pir S01 903 

H+- transporting ATP synthase (EC 3.6.1.34) epsilon chain 
Arabidopsis thaliana chloroplast >gi_11334_emb_CAA31381_ 
(X12889) Cfl ATPase epsilon subunit (AA 1 - 132) 



19504 



■abidopsis thaliana] 



Seq. No. 


152082 






Seq. ID 


LIB3175-070-P1-K-D2 






Method 


BLASTX 






NCBI bl 


g99735 






BLAST score 


346 






E value 


1.0e-32 






Match length 


76 






% identity 


87 






NCBI Description 


L-ascorbate peroxidase (EC 1 


.11.1.11) precursor 


- 




Arabidopsis thaliana (fragment) 




Seq. No. 


152083 






Seq. ID 


LIB3175-070-P1-K-D3 






Method 


BLASTX 






NCBI GI 


g4468979 






BLAST score 


282 






E value 


2.0e-44 






Match length 


101 






% identity 


86 






NCBI Description 


(AL035605) putative protein 


[Arabidopsis thaliana] 


Seq. No. 


152084 






Seq. ID 


LIB3175-070-P1-K-D5 






Method 


BLASTN 






NCBI GI 


a4757405 






BLAST score 


284 






E value 


1.0e-158 






Match length 


422 






% identity 


97 






NCBI Description 


Arabidopsis thaliana genomic 


DNA, chromosome 3, 


PI 




MOJ10, complete sequence 






Seq. No. 


152085 






Seq. ID 


LIB3175-070-P1-K-D6 






Method 


BLASTN 






NCBI GI 


g2656029 






BLAST score 


77 






E value 


4.0e-35 






Match length 


406 






% identity 


97 






NCBI Description 


Arabidopsis thaliana genomic 


DNA, chromosome 5, 


PI 




MQB2 






Seq. No. 


152086 






Seq. ID 


LIB3175-070-P1-K-D7 






Method 


BLASTX 






NCBI GI 


g3901294 






BLAST score 


379 






E value 


9.0e-37 






Match length 


100 






% identity 


84 






NCBI Description 


(AF089711) rpp8 [Arabidopsis 


thaliana] 




Seq. No. 


152087 






Seq. ID 


LIB3175-070-P1-K-E1 







19505 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2130521 

675 

3.0e-71 

137 

92 

(U31565) 
sativum] 



reversibly glycosylatable polypeptide [Pisum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152088 

LIB3175-070-P1-K-E10 

BLASTN 

g4159705 

62 

2.0e-26 

101 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGD8, complete sequence 

152089 

LIB3175-070-P1-K-E11 

BLASTN 

g3426033 

119 

3.0e-60 

413 

96 

Arabidopsis thaliana chromosome II BAC F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


152090 


Seq. ID 


LIB3175-070-P1-K-E12 


Method 


BLASTX 


NCBI GI 


g3426039 


BLAST score 


253 


E value 


9.0e-22 


Match length 


76 


% identity 


66 


NCBI Description 


(AC005168) unknown protein 


Seq. No. 


152091 


Seq. ID 


LIB3175-070-P1-K-E2 


Method 


BLASTX 


NCBI GI 


g349379 


BLAST score 


450 


E value 


7.0e-45 


Match length 


129 


% identity 


75 


NCBI Description 


(L22847) HAHB-1 [Helianthus 


Seq. No. 


152092 


Seq. ID 


LIB3175-070-P1-K-E3 


Method 


BLASTN 


NCBI GI 


g3763915 


BLAST score 


302 


E value 


1.0e-169 



19506 



Match length 


378 


% identity 


94 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F14B2 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No, 


152093 


Seq. ID 


LIB3175-070-P1-K-E5 


Method 


BLASTX 


NCBI GI 


g4567216 


BLAST score 


270 


E value 


9.0e-24 


Match length 


107 


% identity 


59 


NCBI Description 


(AC007113) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


152094 


Seq. ID 


LIB3175-070-P1-K-E6 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


561 


E value 


7.0e-58 


Match length 


110 


% identity 


98 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 




(CAB-140) (LHCP) >gi 16376 emb CAA27543 (X03909) 




chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 




thaliana] 


Seq. No. 


152095 


Seq. ID 


LIB3175-070-P1-K-E7 


Method 


BLASTN 


NCBI GI 


g3241926 


BLAST score 


139 


E value 


3. 0e-72 


Match length 


307 


% identity 


96 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5/ PI clone i 




MSG15, complete sequence [Arabidopsis thaliana] 


Seq. No. 


152096 


Seq. ID 


LIB3175-070-P1-K-E8 


Method 


BLASTX 


NCBI GI 


g2739366 


BLAST score 


263 


E value 


6.0e-23 


Match length 


125 


% identity 


46 


NCBI Description 


(AC002505) SF16 like protein [Arabidopsis thaliana] 


Seq. No. 


152097 


Seq. ID 


LIB3175-070-P1-K-E9 


Method 


BLASTN 


NCBI GI 


g3510343 


BLAST score 


318 


E value 


1.0e-179 


Match length 


366 


% identity 


97 



19507 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJC20, complete sequence [Arabidopsis thaliana] 



Seq. No. 


152098 


Seq. ID 


LIB3175-070-P1-K-F1 


Method 


BLASTX 


NCBI GI 


g2462746 


BLAST score 


553 


E value 


6.0e-57 


Match length 


124 


% identity 


87 


NCBI Description 


(AC002292) Similar to ATP-citrate-lyase [Arabidopsis 




thaliana] 


Seq. No. 


152099 


Seq. ID 


LIB3175-070-P1-K-F10 


Method 


BLASTX 


NCBI GI 


g3746067 


BLAST score 


476 


E value 


5. Oe-48 


Match lencrth 


123 


% i dent it v 


79 


NCBI Description 


(AC005311) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


152100 


Seq. ID 


LIB3175-070-P1-K-F12 


Method 


BLASTX 

lj f ink/ x x x 


NCBI GI 


a445612 


BLAST score 


476 


E value 


6.0e-48 


Match length 


113 


% identitv 


83 


NCBI Description 


ribosomal protein S19 [Solanum tuberosum] 


Seq. No. 


152101 


Seq. ID 


LIB3175-070-P1-K-F2 


Method 


BLASTX 


NCBI GI 


g3695383 


BLAST score 


514 


E value 


2.0e-52 


Mat ch lpncrth 


111 


% identity 


90 


NCBI Description 


fAF096^7fM ^TinilaT i~o inoTcrarsi c n vr nnh n sDh a t a p (Pfa'm• 

^ iii. V/ ~f \J 1 \J J ' -J_J.LL.J_ J- CLJm. w -L. 11V-L y CI 1 4 -L- V— ' JL v£*xL\J O £_/XJ,C. L. CA O \^ \ J- J_ U1LL . 




PF00719 Pvronhosnhatase _ E- value* 2 7e-88} rArabidonsi 




thaliana] 


Seq. No. 


152102 


Seq. ID 


LIB3175-070-P1-K-F3 


Method 


BLASTX 


NCBI GI 


gl707657 


BLAST score 


141 


E value 


1.0e-08 


Match length 


76 


% identity 


49 


NCBI Description 


(Z71640) DnaJ homologue [Pi sum sativum] 


Seq. No. 


152103 



19508 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LTB3175-070-P1-K-F5 

BLASTX 

g2583125 

265 

3.0e-23 

102 
60 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 



Seer. No. 


152104 


Seq. ID 


LIB3175-070-P1-K-F6 


Method 


BLASTX 


NCBI GI 


g4586263 


BLAST score 


519 


E value 


5.0e-53 


Match length 


109 


% identity 


93 


NCBI Description 


(AL049640) putative protein 


Seq. No* 


152105 


Seq. ID 


LIB3175-070-P1-K-F7 


Method 


BLASTX 


NCBI GI 


g65613 


BLAST score 


312 


E value 


1.0e-34 


Match length 


104 


% identity 


74 


NCBI Description 


plastoquinol — plastocyanin : 



uctase (EC 1.10.99.1) 
cytochrome f precursor - garden pea chloroplast >gi_552817 
(K01516) cytochrome f [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152106 

LIB3175-070-P1-K-F8 

BLASTN 

g4589411 

233 

1.0e-128 

347 

96 

Arabidopsis thaliana genomic DNA, 
F5H8, complete sequence 



chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152107 

LIB3175-070-P1-K-G1 

BLASTX 

g4512651 

294 

1.0e-26 

129 

46 

(AC007048) 
thaliana] 



putative tyrosine transaminase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



152108 

LIB3175-070-P1-K-G12 
BLASTX 



19509 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gT362007 
720 

2.0e~76 

137 

97 

thioglucosidase {EC 3.2.3.1) - Arabidopsis thaliana 
>gi_871992_emb_CAA55787_ (X79195) thioglucosidase 
[Arabidopsis thaliana] 

152109 

LIB3175-070-P1-K-G3 

BLASTX 

g70642 

104 

1.0e-55 

119 

20 

ubiquitin precursor - Arabidopsis thaliana 

>gi_17678__emb_CAA31331_ (X12853) polyubiquitin (AA 1 - 382) 
[Arabidopsis thaliana] >gi_987519 (U33014) polyubiquitin 

[Arabidopsis thaliana] >gi_2264 99_prf 1515347A 

poly-ubiquitin [Arabidopsis thaliana] 

152110 

LIB3175-070-P1-K-G4 

BLASTX 

g464987 

641 

3.0e-67 

119 

100 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 10 {UBIQUITIN-PROTEIN 
LIGASE 10) (UBIQUITIN CARRIER PROTEIN 10) 

>gi_421858_pir S32672 ubiquitin — protein ligase (EC 

6.3.2.19) UBC10 - Arabidopsis thaliana 

>gi_297878_emb_CAA78715_ (Z14991) ubiquitin conjugating 
enzyme [Arabidopsis thaliana] >gi_349213 (L00640) ubiquitin 
conjugating enzyme [Arabidopsis thaliana] 

152111 

LIB3175-070-P1-K-G5 

BLASTN 

g4159704 

372 

0.0e+00 

416 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



152112 

LIB3175-070-P1-K-G6 

BLASTN 

g4159703 

304 

1.0e-170 
324 



19510 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K5F14, complete sequence 

152113 

LIB3175-070-P1-K-G8 

BLASTX 

g3894178 

247 

4.0e-21 

57 

82 

(AC005312) putative nucleic acid binding protein 
[Arabidopsis thaliana] 

152114 

LIB3175-070-P1-K-G9 

BLASTN 

g4455262 

96 

9.0e-47 

229 
85 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17L22 
(ESSAII project) 

152115 

LIB3175-070-P1-K-H10 

BLASTN 

g4206764 

387 

0.0e+00 

407 

99 

Arabidopsis thaliana putative type 1 membrane protein (PMP) 
mRNA, complete cds 

152116 

LIB3175-070-P1-K-H12 

BLASTX 

g2499706 

191 

2.0e-14 

40 

93 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1297302 (U36381) phospholipase D [Arabidopsis thaliana] 

152117 

LIB3175-070-P1-K-H2 

BLASTX 

g4490329 

379 

2.0e-36 

101 

72 
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NCBI Description 


(AL035656) extensin-like protein [Arabidopsis thaliana] 


Seq. No, 


152118 


Seq. ID 


LIB3175-070-P1-K-H4 


Method 


BLASTX 


NCBI GI 


gl200256 


BLAST score 


190 


E value 


2.0e-14 


Match length 


122 


% identity 


35 


NCBI Description 


(X90990) stpkl protein kinase [Solanum tuberosum] 


Seq. No. 


152119 


Seq. ID 


LIB3175-070-P1-K-H5 


Method 


BLASTX 


NCBI GI 


g2244806 


BLAST score 


187 


E value 


5.0e-14 


Match length 


105 


% identity 


43 


NCBI Description 


(Z97336) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


152120 


Seq. ID 


LIB3175-070-P1-K-H7 


Method 


BLAST N 


NCBI GI 


g3510347 


BLAST score 


201 


E value 


1.0e-109 


Match length 


395 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 




MSJ11, complete sequence [Arabidopsis thaliana] 


Seq. No. 


152121 


Seq. ID 


LIB3175-070-P1-K-H8 


Method 


BLASTX 


NCBI GI 


g2829899 


BLAST score 


268 


E value , 


1.0e-23 


Match length 


103 


% identity 


54 


NCBI Description 


(AC002311) similar to ripening-induced protein, 




gp AJ001449 2465015 and major#latex protein, 




gp~X91961_lT07495 [Arabidopsis thaliana] 


Seq. No. 


152122 


Seq. ID 


LIB3175-070-P1-K-H9 


Method 


BLASTX 


NCBI GI 


g!13026 


BLAST score 


90 


E value 


1.0e-31 


Match length 


90 


% identity 


66 


NCBI Description 


ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 



>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 

isocitrate lyase [Brassica napus] 

152123 

LIB3175-075-P1-K1-A1 

BLASTX 

gll4330 

350 

3.0e-33 

98 

73 

PLASMA MEMBRANE AT PAS E 1 {PROTON PUMP) 

>gi_67972_pir PXMUP1 H+-transporting ATPase (EC 3.6.1.35) 

type 1, plasma membrane - Arabidopsis thaliana >gi_16674 6 
(M24107) plasma membrane proton pump H+ ATPase [Arabidopsis 
thaliana] 

152124 

LIB3175-075-P1-K1-A10 

BLASTX 

g3386565 

202 

5.0e-16 

100 

48 

(AF079588) 1-aminocyclopropane-l-carboxylate oxidase 
[Sorghum bicolor] 

152125 

LIB3175-075-P1-K1-A11 

BLASTN 

g4159705 

115 

5.0e-58 

284 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGD8, complete sequence 

152126 

LIB3175-075-P1-K1-A12 

BLASTX 

gll2681 

352 

1.0e-33 

91 

76 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

152127 

LIB3175-075-P1-K1-A3 
BLASTX 



19513 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gZ82865 
543 

8.0e-56 

111 

67 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150} 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

152128 

LIB3175-075-P1-K1-A4 

BLASTN 

g4567300 

164 

3.0e-87 

326 

99 

Arabidopsis thaliana chromosome II PI MHK10 genomic 
sequence, complete sequence 

152129 

LIB3175-075-P1-K1-A6 

BLASTX 

g3639089 

499 

1.0e-50 

105 

90 

(AF090445) phospholipase Dl [Brassica oleracea] 
>gi_4324 969_gb_AAD17208_ (AF113918) phospholipase Dl 
[Brassica oleracea var. capitata] 

152130 

LIB3175-075-P1-K1-A8 

BLASTN 

g3281847 

214 

1.0e-117 

258 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28M20 
(ESSAII project) 

152131 

LIB3175-075-P1-K1-B1 

BLASTX 

g3859606 

446 

2.0e-44 

108 

83 

(AF104919) contains similarity to cysteine proteases (Pfam 
PF00112, E=1.3e-79, N-l) [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score x 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152132 

LIB3175-075-P1-K1-B2 

BLASTN 

g4191760 

43 

7.0e-15 

294 
84 

Genomic sequence for Arabidopsis thaliana BAC F17F8, 
complete sequence [Arabidopsis thaliana] 

152133 

LIB3175-075-P1-K1-B3 

BLASTN 

g3492855 

51 

1.0e-19 

234 

91 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence [Arabidopsis thaliana] 

152134 

LIB3175-075-P1-K1-B5 

BLASTX 

gl705677 

524 

2.0e-53 

106 

98 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG 

>gi_2118115_pir S60112 cell division control protein CDC48 

homolog - Arabidopsis thaliana >gi_1019904 (U37587) cell 
division cycle protein [Arabidopsis thaliana] 

152135 

LIB3175-075-P1-K1-B6 

BLASTX 

g2262167 

572 

3.0e-59 

111 

98 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 

152136 

LIB3175-075-P1-K1-B7 

BLASTX 

g2213583 

338 

7.0e-32 

95 

78 

(AC000348) T7N9.3 [Arabidopsis thaliana] 



Seq. No. 



152137 
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Sea. ID 


LIB3175-075-P1-K1-B8 


Method 


BLASTX 


NCBI GI 


g3292833 


BLAST score 


354 


E value 


1- Oe-33 


Ma t ch 1 encrt" h 


101 




60 


NCBI Description 


(AL031018) putative membrane protein [Arabidopsis thaliana] 


Spa No 


152138 


Sea ID 


LIB3175-075-P1-K1-B9 


Method 


BLASTN 


NCBI GI 


a3063690 


BLAST score 


277 


E value 


1.0e-154 


Match length 


285 


% i (ient i t* v 


99 


NPRT Dp ciOY"\ Tit* i nn 


Ar^hi rlnin'^'i <=; i~hial"iana DKfA oY\ "rnmri^onnp 4 RAP c 1 rinp F*4F)1 1 




{ESSAII Droiect) 






Sea TD 


LIB317 5-075-P1-K1-P1 

XJXXJ^X / •>> \J 1 *J X X L\ X WX 


Method 


BLASTN 


NCBI GI 


a3128135 


BLAST score 


161 


E value 


3.0e-85 




407 


St "i Honl" i i~\r 






r\±- CLUJ-KJ.\J^Jz> X O L.ilCt X X Gill CI y tJI4.UJ.UX O L/INiT. , LriJX VJXLLvJo ^JUlt! _J , in.V^ ^XUllC c 




TO QK1 pnTtrnl pfp ^prrnpripp r ATaVii Hnn<? i q thaliarial 




1 R91 4(1 


Sea ID 


LIB3175-075-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


al351221 


BLAST score 


314 


E value 


4.0e-29 


Match length 


58 


% identity 


100 


WPRT flp^ryi nl" i on 


TRAN^PRTPTTDN TMTTTATTON RAPTOR TTR (TFTTR1 >rri ^4^10^^ 

JL JATiiN 0^£\XX X 1UO X1NX 1 Xni XvLN £ r\K^ XXD ^ X£ XXD J /VJ X JUO J 




f n^l flQ^\ T*a r* cp v* n r^i - n ^Tt fa /-»"}- r> r T'TTTT'R rSraKi /-J nri c -1 o f ha 1 i anal 
^ujiu ju; L.xanoox±puxuii lauLUx xrxxo [jrix aJ^xtwiu^Jo x o uiicixxcixici j 




^yx zdiooj / \iiuuuijiu) transcription lactor milts 




r A r*aK i Hr^nc i o 4- Vi a 1 i anal 
L-rtx ctJUXU.vJ^'o X o Ui-LdX Xcillci J 




1 41 


Sea ID 


LIB3175-075-P1-K1-C11 

xj xijux / \j i *j n x Lv x ^ x x 


Method 


BLASTN 


NCBI GI 


a2651294 


BLAST score 


317 


E value 


1.0e-178 


lid XClllj L.U 




% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T2P4 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


152142 


Seq. ID 


LIB3175-075-P1-K1-C12 
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Method 


BLASTX 


NCBI GI 


g2342727 


BLAST score 


548 


E value 


2.0e-56 


Match length 


103 


% identity 


97 


NCBI Description 


(AC002341) hypothetical protein [Arabidops. 


Seq. No. 


152143 


Seq. ID 


LIB3175-075-P1-K1-C2 


Method 


BLASTN 


NCBI GI 


g4538895 


BLAST score 


147 


E value 


3.0e-77 


Match length 


223 


% identity 


91 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC 




(ESSA project) 


Seq. No. 


152144 


Seq. ID 


LIB3175-075-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl354272 


BLAST score 


539 


E value 


2.0e-55 


Match lpncrth 


106 


% idpntitv 


100 


NCBI Description 


(U51036) aspartic proteinase [Arabidopsis 


Sea No 


152145 


Seq. ID 


LIB3175-075-P1-K1-C4 


Method 


BLASTN 


NCBI GI 


g2828278 


BLAST score 


153 


E value 


1.0e-80 


Match length 


303 


% i dent it v 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC 




(ESSAII project) 


Seq. No. 


152146 


Seq. ID 


LIB3175-075-P1-K1-C6 


Method 


BLASTX 


NCBI GI 


g4741952 


BLAST score 


568 


E value 


9.0e-59 


Match length 


108 


% identitv 


73 


NCBI Description 


(AF134126) Lhcb3 protein [Arabidopsis thai 


Sea No 


152147 


Seq. ID 


LIB3175-075-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl6374 


BLAST score 


689 


E value 


7.0e-73 


Match length 


137 



clone F17A8 



clone T18B16 
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O J- U.V71 1 U -L (— 


97 




NCRT Dp^rri nti nn 


(X03908) ehloroohvll a/b bindina orotein fLHCP AB 1801 

^ /\ \J *J ~S \J \J f OllXUL W^ll^y J. J- CL / *J -I-11V«4— Lily ^IWUClll ^ ±JL1\j 1. flu A-\J \J } 






[Arabidopsis thaliana] 




C orr Ma 
uc^i In U * 


XO j£. 14u 




Seq. ID 


LIB3175-075-P1-K1-C9 










IN K^r£j X ul 


y jul jjiu 




DiinOi DwiJXc? 


^0 




E value 


3.0e-31 




Match length 


71 












propart.f i -nFoyvyYT.nLO^F-s-Pn'OcjPHATF ^ywtha^f pRFrtrR^np 






fDYP ^YNTHA^F^ >rri 1 399961 (17270991 DFF r Ar^bi dnnq i <q 






l— 11C1J LCIliCI j 




Oc^< IN (J . 


iJil4 




Seq. ID 


LIB3175-075-P1-K1-D10 




Method 


BLASTX 




NCBI GI 


g4204265 




BLAST score 


382 




III v G J_ 


6 Oe-37 


if! 


Maf ph 1 on n"t~ h 
LuciLoii xeiiyun 


QQ 




^ XClcIlL.XL.y 


71 

/ X 


m 

r™ 


IMVsI_>X UCOLl -*-ir — Lwll 


fAr00S?931 4S643 T Arabi dnn^i ^ i-hsli^nal 

\ri^uuJ&i^ t J vi J [niciJJiuuuijio L. licLXXdiio. j 


# ; 


t>eq. no. 


1 ROT Rfl 




oeq. xu 


T TR^l 7R — H7R-P1 -Tfl —Hi 1 




L1C L11UU 


RT.A9TN 

OXxrlkJ ± IM 


y : 


LMvDl vTX 


rr3Qft ^Q^R 




BLAST score 


355 




E value 


0.0e+00 




Matron 1 on rrt" n 

lid. L- t^ll ICll^LU 






Sr "5 Hon i" t +*T7 


1 00 

luu 






flLaJJ±UUpQli3 Ul Id X X Cilia, y tJilVJlLlX O JJlNrl ^ ollX UlUL/O UilLt! -J f XT X U±U11C 






MT'HI v\ r^rwrvrs 1 af o a o /ti i on ^ a r Zl T"3 n f~\ Ar> ot c? f Via ] t anal 
I'lXnXD/ (JIULvXt; t_ t! ocilUcHLc [ril aJJXUUpoXib L.llclXXctilct J 




Q /-\ /-c "NTr\ 

oeq . ino . 


1 R91 R1 




Spct TO 


LIB317 5-075-P1-K1-D3 




Mpthind 


BLASTX 




NCBI GI 


a4538943 




BLAST score 


455 




E value 


2.0e-45 




Mafph 1 prirTt" h 


127 




X> lUCliLl uy 


70 




inujdx uescnpuion 


^hxjU ft z?^ o j ; puc.at.xve Det.a yaxacT-.osxu.ase [HiaDiaopsis 






t*h3 1 i ana 1 

L.11C1X XGLlld J 




oeq. jno . 


XOZ IOZ 






T TR^I 7R — 07R — Pi — VT1 -nd 
LJ.DJ1 / D KJ f D IT X i\X Uft 




M(^"t~ n nH 

lie L. 






NCBI GI 


g99697 




BLAST score 


650 




E value 


2.0e-68 




Match length 


124 




% identity 


97 




NCBI Description 


glutamate — ammonia ligase (EC 6.3.1.2), cytosolic (clone 
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lambdaAtgsr2) - Arabidopsis thaliana 



Seq. No. 


152153 


Seq. ID 


LIB3175-075-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2335099 


BLAST score 


445 


E value 


2 . Oe-44 


Match length 


122 


% i dpnt i t v 


66 


NCBI DescriDtion 


(AC0023391 unknown 'Drotpin rArsh"! Hnn^i ^ t*hal i anal 


Seq. No. 


152154 


Seq. ID 


LIB3175-075-P1-K1-D7 


Method 


BLASTN 


NCBI GI 


g3643588 


BLAST score 


143 


E value 


1. Oe-74 


Mafph 1 pnrr't'h 

1. AC* L> \_*-l i 1CHU LU 


376 


% identity 


75 


KfORT n^^r""**! "n't - "i nn 


■Taj- aiJj.uupiji.D L-iia._L_La.iici l*ii_l vjiuvj o ^Jiut; ii Dtv^ £ J. / ni J y Ci n_^iu_L (_> 




eornionnp /T^inn 1 of q comionpfl T Zi T*a V s * i H i^n o n o f-Ka 1 n anal 
OC(-|UcilUC/ O VJi.tl^-' -L CL C ocvjliCilUc I. r\J- Cl JJ -L VJ.V_?£J o X O UilCiXXClXiCt J 


Seq. No. 


152155 


Seq. ID 


LIB3175-075-P1-K1-D8 


Method 


BLASTN 


NCBI GI 


g4220510 


BLAST score 


309 


E value 


1.0e-173 


Match length 


341 


% identity 


98 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana DNA chromosome 4, BAC clone F22K18 
{ESSAII project) 

152156 

LIB3175-075-P1-K1-D9 

BLASTX 

gll70503 

385 

2.0e-37 

75 

97 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi__16554_emb_CAA4 6188__ 

(X65052) eukaryotic translation initiation factor 4A-1 

[Arabidopsis thaliana] 

152157 

LIB3175-075-P1-K1-E1 

BLASTN 

g3176694 

163 

7.0e-87 

175 

98 

Arabidopsis thaliana chromosome I BAC T14N5 genomic 
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sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152158 

LIB3175-075-P1-K1-E10 

BLASTN 

g2351062 

197 

1.0e-107 

332 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAH20, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152159 

LIB3175-075-P1-K1-E11 

BLASTX 

g4586038 

462 

2.0e-46 

89 

98 

(AC007109) putative heat shock protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152160 

LIB3175-075-P1-K1-E12 

BLASTX 

g2213592 

212 

2.0e-17 

70 
38 

(AC000348) T7N9.12 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152161 

LIB3175-075-P1-K1-E2 

BLASTX 

g3158370 

410 

2.0e-40 

82 

96 

(AF035382) catalase 3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152162 

LIB3175-075-P1-K1-E3 

BLASTX 

gl550738 

365 

7.0e-35 

104 

73 

(Y08061) endomembrane-associated protein [Arabidopsis 
thaliana] >gi_2982443_emb_CAA18251_ (AL022224) 
endomembrane-associated protein [Arabidopsis thaliana] 



Seq. No. 



152163 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-075-P1-K1-E4 

BLASTX 

gll45697 

540 ' 

2.0e-55 

125 

87 

(U39485) delta tonoplast integral protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
-.% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152164 

LIB3175-075-P1-K1-E6 

BLASTN 

g516248 

318 

1.0e-179 

365 

100 

A. thaliana gene for porphobilinogen deaminase 
152165 

LIB3175-075-P1-K1-E7 

BLASTX 

g2829893 

435 

3.0e-43 

101 

87 

(AC002311) phosphoglucomutase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152166 

LIB3175-075-P1-K1-E8 

BLASTX 

g2494117 

158 

9.0e-ll 

83 

35 

(AC002376) Contains similarity to Papaver S3 
self-incompatibility protein (gb_X87100) . [Arabidopsis 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



152167 

LIB3175-075-P1-K1-E9 

BLASTN 

g4589428 

231 

1.0e-127 

379 
100 

Arabidopsis thaliana genoiaic 
MFH8, complete sequence 

152168 

LIB3175-075-P1-K1-F1 

BLASTN 

g3212846 



DNA, chromosome 5, PI clone 
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BLAST score 


211 


E value 


1. Oe-115 


Match length 


211 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F6E13 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


152169 


Seq. ID 


LIB3175-075-P1-K1-F10 


Method 


BLASTN 


NCBI GI 


g2656024 


BLAST score 


110 


E value 


6.0e-55 


Match length 


317 


% identity 


85 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 




K15E6 


Seq. No. 


152170 


Seq. ID 


LIB3175-075-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4539348 


BLAST score 


373 


E value 


6.0e-36 


Match length 


112 


% identity 


65 


NCBI Description 


(AL035539) putative pollen allergen [Arabidopsis thaliana] 


Sea No 


152171 


Seq. ID 


LIB3175-075-P1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2407800 


BLAST score 


396 


E value 


1.0e-38 


Match length 


81 


% identity 


99 


NCBI Description 


(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 


Seq. No. 


152172 


Seq. ID 


LIB3175-075-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl66834 


BLAST score 


757 


E value 


8.0e-81 


Match length 


146 


% identity 


99 


NCBI Description 


(MR 6720^ ritiulose bisDhosr>haf ^ rarboxvlase/oxvcrenase 




activase TArabidoosis thaliana! >ai 2 642155 (AC0030001 




Rubisco activasp r ATafoido'Dsis thalianal 


w . w • 


152173 


Seq. ID 


LIB3175-075-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


445 


E value 


1.0e-44 


Match length 


94 



19522 




% identity 91 

NCBI Description (U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 



Seq. No. 


152174 


Seq. ID 


LIB3175-075-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl063415 


BLAST score 


617 


E value 


2.0e-64 


Match length 


118 


% identity 


99 


NCBI Description 


(L40948) K+ channel protein [Arabidopsis thaliana] 


Seq. No. 


152175 


Seq* ID 


LIB3175-075-P1-K1-F7 


Method 


BLASTN 


NCBI GI 


a4220633 


BLAST score 


234 


F. 1 1 1 p 


1 . Oe-129 


1.-10. UUU XCli<^ L. 11 


238 


% identitv 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5/ TAC 




K7J8, complete sequence [Arabidopsis thaliana] 


Seq. No. 


152176 


Seq. ID 


LIB3175-075-P1-K1-F8 


Method 


BLASTN 


NCBI GI 


a2114077 

\a Cm* ju *l> ~ vy i * 


BLAST score 


67 


E value 


7 . Oe-30 


Ma 1~ ph 1 pti at" h 


111 


% identity 


88 


NCBI Description 


Arabidopsis thaliana DNA for larger subunit of Rubi 




beta subunit of coupling factor one, partial cds 


Sea No. 


152177 


Spa ID 


LIB3175-075-P1-K1-F9 


Mp1~hriH 


RT.A^TN 


NCBI GI 


gl865682 




\J O 


P. 1 HP 


1 Oe-110 


Match 1 pnath 


349 


% identity 


95 


NCBI Description 


A. thaliana 16 kb chromosome 1 DNA fragment 


Seq. No. 


152178 


Seq. ID 


LIB3175-075-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


g542050 


BLAST score 


200 


E value 


1.0e-15 


Match length 


87 


% identity 


43 



NCBI Description catechol 0-methyltransf erase (EC 2.1.1.6) III - common 
tobacco >gi_429114_emb_CAA50561_ (X71430) catechol 



19523 



O-methyltransf erase [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152179 

LIB3175-075-P1-K1-G11 

BLASTN 

g3510340 

53 

2.0e-21 

104 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDN11, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152180 

LIB3175-075-P1-K1-G12 

BLASTX 

g3688799 

510 

6.0e-52 

103 

99 

(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 



Seq. No. 


152181 


Seq. ID 


LIB3175-075-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g4154281 


BLAST score 


327 


E value 


2.0e-30 


Match length 


77 


% identity 


77 


NCBI Description 


(AF082347) C13 endopeptidase 


Seq. No. 


152182 


Seq. ID 


LIB3175-075-P1-K1-G7 


Method 


BLASTN 


NCBI GI 


g3241923 


BLAST score 


209 


E value 


1.0e-114 


Match length 


291 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic 



PI clone: 



MMN10, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152183 

LIB3175-075-P1-K1-G8 

BLASTN 

g4589414 

103 

9.0e-51 

368 

98 

Arabidopsis thaliana genomic DNA, 
K14B15, complete sequence 



chromosome 3, TAC clone: 



Seq. No. 



152184 



19524 




Seq. ID 


LIB3175-075-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3719443 


BLAST score 


183 


E value 


8.0e-14 


Match length 


60 


% identity 


50 


NCBI Description 


(AF093751) lipid transfer protein [Brassica oleracea 


Seq, No. 


152185 


Seq. ID 


LIB3175-075-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl684855 


BLAST score 


479 


E value 


2.0e-48 


Match length 


97 


% identity 


23 


NCBI Description 


(U77939) ubiquit in-like protein [Phaseolus vulgaris] 


Seq. No. 


152186 


Seq. ID 


LIB3175-075-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


gl657620 


BLAST score 


96 


E value 


9.0e-47 


Match length 


180 


O -1- Vuiv^il K~ -1- K~ V 


88 


NCBI Description 


Arabidopsis thaliana putative acyl- coA dehydrogenase 




(AtG6) mRNA. comnlete cds 


?Tpc7 No 


152187 


Seq. ID 


LIB3175-075-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4193388 


BLAST score 


455 


E value 


2.0e-45 


Match length 


113 


% identity 


75 


NCBI Description 


(AF091455) translationally controlled tumor protein 




brasiliensis] 


Seq. No. 


152188 


Seq. ID 


LIB3175-075-P1-K1-H2 


Method 


BLASTN 


NCBI GI 


g3335331 


BLAST score 


358 


E value 


0.0e+00 


Match lencrth 


362 


% i dent it v 


100 


NCBI Descrintion 


Arabidnn 4 ?! thai iana clrrnTirm^nTn^ 1 RAC TflFS c ?pn"iip - nr , f a . 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


152189 


Seq. ID 


LIB3175-075-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g99735 


BLAST score 


534 



19525 



E value 


6.0e-55 


Match length 


101 


% identity 


99 


NCBI Description 


L-ascorbate peroxidase (EC 1.11.1.11) precursor - 




Arabidopsis thaliana (fragment) 


Seq. No. 


152190 


Seq. ID 


LIB3175-075-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl628583 


BLAST score 


639 


E value 


4.0e-67 


Match length 


124 


% identity 


99 


NCBI Description 


(U66916) 12S cruciferin seed storage protein [Arabidopsis 




thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 




cruciferin seed storage protein [Arabidopsis thaliana] 


Seq. No. 


152191 


Seq. ID 


LIB3175-075-P1-K1-H5 


Method 


BLASTX 


NCBI GI 


g2924784 


BLAST score 


349 


E value 


4.0e-33 


Match length 


106 


% identity 


17 


NCBI Description 


(AC002334) similar to jasmonate inducible protein 




[Arabidopsis thaliana] 


Sea. No. 


152192 


Seq. ID 


LIB3175-075-P1-K1-H6 


Method 


BLASTN 


NCBI GI 


g4263762 


BLAST score 


126 


E value 


2.0e-64 


Match length 


262 


% identity 


76 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F17L24 genomic 




sequence, complete sequence [Arabidopsis thaliana} 


Seq. No. 


152193 


Seq. ID 


LIB3175-075-P1-K1-H8 


Method 


BLASTN 


NCBI GI 


g2281081 


BLAST score 


280 


E value 


1.0e-156 


Match length 


284 


% identitv 


100 


NCBI Descrintion 


Arabidonsis thaliana chromosome II BAC F18019 aenomic 




sequence, complete sequence [Arabidopsis thalianaj 


Sea. No 


152194 


Seq. ID 


LIB3175-075-P1-K1-H9 


Method 


BLASTN 


NCBI GI 


g4455321 


BLAST score 


103 


E value 


4.0e-51 



19526 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F4I10 



152195 

LIB3175-076-P1-K1-A1 
BLASTX 
g2129772 
.510 
6. Oe-52 
115 
86 

xyloglucan endotransglycosylase-related protein XTR-7 - 
Arabidopsis thaliana >gi_1244760 (U43489) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 



JC^t IN \J • 




oeq. xjj 


JLIjDO 1 f 0 U / D rl Ai H1U 




BLASTX 


VTPDT r*T 


g^oz ^ / 


s5Li±\o i score 


171 
1/1 




4 . Oe-12 


Match length 


117 


% identity 


36 


NCBI Description 


(AC002291) Unknown protein [Arabidopsis thaliana] 


Seq, No. 


152197 


Seq. ID 


LIB3175-076-P1-K1-A12 


Method 


BLASTN 


NCBI GI 


g4220643 


BLAST score 


185 


E value 


1.0e-100 


Match length 


244 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MWD22, complete sequence [Arabidopsis thaliana] 


Seq. No. 


152198 


Seq. ID 


LIB3175-076-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4512658 


BLAST score 


225 


E value 


2.0e-18 


Match length 


75 



clone : 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49 

(AC006931) 



hypothetical protein [Arabidopsis thaliana] 



152199 

LIB3175-076-P1-K1-A4 

BLASTN 

g468525 

78 

8.0e-36 

125 

90 

A. thaliana mRNA for NADPH thioredoxin reductase 



19527 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152200 

LIB3175-076-P1-K1-A5 

BLASTX 

g3834326 

460 

5.0e-4 6 

95 
95 

(AC005679) Similar to gb_AF067141 gamma -glutamyl hydrolase 
from Arabidopsis thaliana. ESTs gb_T46595 and gb_AI09918 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152201 

LIB3175-076-P1-K1-A7 

BLASTX 

g399900 

590 

2.0e-61 

118 
96 

HOMEOBOX-LEUCINE 2IPPER PROTEIN HAT 5 (HD-ZIP PROTEIN 5) 

(HD-ZIP PROTEIN ATHB-1) >gi_99659_pir S16325 homeotic 

protein Athb-1 - Arabidopsis thaliana 
>gi_16329_emb_CAA41625_ (X58821) Athb-1 protein 
[Arabidopsis thaliana] 

152202 

LIB3175-076-P1-K1-A8 

BLASTX 

g2982453 

684 

3.0e-72 

138 

97 

(AL022223) f ructose-bisphosphate aldolase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152203 

LIB3175-076-P1-K1-A9 

BLASTN 

g3292807 

177 

8.0e-95 

416 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7H19 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



152204 

LIB3175-076-P1-K1-B1 

BLASTX 

g2464855 

674 

4.0e-71 

148 

87 



19528 



NCBI Description 


(Z99707) myb-related protein 


Seq. No, 


152205 


Seq. ID 


LIB3175-076-P1-K1-B10 


Method 


BLASTX 


NCBI GI 


g4200165 


BLAST score 


659 


E value 


2.0e-69 


Match length 


142 


% identity 


79 


NCBI Description 


(Y16262) neutral invertase [ 


Seq. No. 


152206 


Seq. ID 


LIB3175-076-P1-K1-B11 


Method 


BLASTN 


NCBI GI 


g2760164 


BLAST score 


37 


E value 


3.0e-ll 


Match length 


283 


% identity 


83 


NCBI Description 


Arabidopsis thaliana genomic 




K18P6, complete sequence [Ar 


Seq. No. 


152207 


Seq. ID 


LIB3175-076-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4504961 


BLAST score 


167 


E value 


1.0e-ll 


Match length 


105 



[Daucus carota] 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



39 

lamin B receptor >gi_2494369_sp_Q14739_LBR_HUMAN LAMIN B 
RECEPTOR (INTEGRAL NUCLEAR ENVELOPE INNER MEMBRANE PROTEIN) 

(LMN2R) >gi_627510j>ir A53616 lamin B receptor - human 

>gi_438639 (L25931) lamin B receptor [Homo sapiens] 

152208 

LIB3175-076-P1-K1-B2 

BLASTX 

gl279640 

174 

2.0e-12 

49 

67 

(X92204) NAM [Petunia x hybrida] 
152209 

LIB3175-076-P1-K1-B3 

BLASTX 

g4704766 

362 

1.0e-34 

115 

44 

(AF131223) protein disulfide isomerase homolog; PDI 
[Datisca glomerata] 



19529 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Ml 

152210 

LIB3175-076-P1-K1-B4 

BLASTX 

g3850585 

130 

5.0e-42 

147 

70 

(AC005278) ESTs gb_H36966, gb_R65511, gb_T42324 and 
gb_T20569 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


152211 


Seq. ID 


LIB3175-076-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2244752 


BLAST score 


268 


E value 


1.0e-23 


Matph 1 pnrrth 


73 


% identity 


73 


NCBI De^rrintion 


(Z97335) hvoothetical 


Seq. No. 


152212 


Seq. ID 


LIB3175-076-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2244752 


BLAST score 


201 


E value 


3. Oe-16 


M3i"ph 1 pnfith 


59 


% identitv 


69 


NCBI Dpsr*rir)t"ion 


(Z97335) hvnothetical 


Seq. No. 


152213 


Seq. ID 


LIB3175-076-P1-K1-B7 


Method 


BLASTN 


NCBI GI 


gl033194 


BLAST score 


194 


E value 


1.0e-105 


Match length 


283 


% identity 


92 


NCBI Description 


Arabidopsis thaliana , 


Seq. No. 


152214 


Seq. ID 


LIB3175-076-P1-K1-B8 


Method 


BLASTN 


NCBI GI 


g4539378 


BLAST score 


293 


E value 


1.0e-164 


Match length 


316 


% identity 


98 


NCBI Description 


Arabidopsis thaliana 




{ESSA project) 



[Arabidopsis thaliana] 



complete cds 



BAC clone F28A21 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



152215 

LIB3175-076-P1-K1-B9 

BLASTX 

gll3026 

540 



19530 



E value 
Match length 
% identity 
NCBI Description 



2.0e-55 

120 

87 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1,3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_4 47142_prf 19i3424A 

isocitrate lyase [Brassica napus] 



No. 

ID 



Seq. 
Seq. 
Method 
NCBI GI 



152216 

LIB3175-076-P1-K1- 

BLASTX 

g!931647 



-CI 



JDlxrlO 1 oOvJ-Lc 


571 

•j / j. 


£j vaxue 


A flo— 5 Q 
ft • Uc D ¥ 


LYiar.cn ±engr.n 






ft 5 


W\^r5i Description 


\ui?oy/oj enuoiiieiiLDrane proueiri Ejixiir i u pxrecubox. 




f AT*3b*i Honqi th^lisnsl 


Seq. No. 


152217 


Seq. ID 


LIB3175-076-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2104455 


BLAST score 


159 


E value 


1.0e-10 


Match length 


87 


% identity 


40 


NCBI Description 


(Z95397) unknown [Schizosaccharomyces pombe] 


Seq. No. 


152218 


Seq. ID 


LIB3175-076-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


g4006815 


BLAST score 


162 


E value 


6.0e-86 


Match length 


389 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T6P5 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152219 

LIB3175-076-P1-K1 

BLASTX 

g3193316 

644 

1.0e-67 

144 

85 

(AF069299) 
epimerases 



-C12 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



152220 

LIB3175-076-P1-K1-C2 
BLASTN 



19531 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4455348 
233 

1.0e-128 

393 
96 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
{ESSAII project) 



T13J8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



152221 

LIB3175-076-P1-K1-C3 

BLASTN 

gl2219 

156 

3.0e-82 

252 

97 

Mustard chloroplast trnk gene for tRNA-Lys (UUU) 
152222 

LIB3175-076-P1-K1-C5 

BLASTX 

g4508078 

4 95 

3.0e-50 

89 

98 

(AC005882) 64134 [Arabidopsis thaliana] 
152223 

LIB3175-076-P1-K1-C7 

BLASTN 

g2245073 

276 

1.0e-154 

441 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

152224 

LIB3175-076-P1-K1-C8 

BLASTN 

g3046853 

153 

9.0e-81 

165 

98 

Arabidopsis thaliana genomic DNA, chromosome 5 f PI clone 
MRA19, complete sequence [Arabidopsis thaliana] 

152225 

LIB3175-076-P1-K1-C9 

BLASTX 

g!172872 

643 

2.0e-67 
140 



19532 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_54 1856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

152226 

LIB3175-076-P1-K1-D1 

BLASTX 

g2119846 

56 

6.0e-59 

117 

93 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi__3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



152227 

LIB3175-076-P1-K1-D10 

BLASTX 

gl071913 

434 

6.0e-43 

119 

70 

cysteine synthase (EC 4.2.99.8) C precursor, 
- spinach >gi_1066153_dbj_BAA07177_ (D37963) 
synthase [Spinacia oleracea] 



mitochondrial 
cysteine 



Seq. No. 


152228 




Seq. ID 


LIB3175-076-P1-K1-D11 




Method 


BLASTX 




NCBI GI 


g419789 




BLAST score 


313 




E value 


9.0e-29 




Match length 


91 




% identity 


65 




NCBI Description 


hypothetical protein - 


- potato 


Seq. No. 


152229 




Seq. ID 


LIB3175-076-P1-K1-D12 




Method 


BLASTX 




NCBI GI 


g3193292 




BLAST score 


706 




E value 


7.0e-75 




Match length 


143 




% identity 


99 




NCBI Description 


(AF069298) similar to 


ATPases 



cellular activites (Pfam: AAA.hmm, 
[Arabidopsis thaliana] 



score: 230.91) 



19533 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152230 

LIB3175-076-P1-K1-D3 

BLASTX 

g4262239 

427 

3.0e-42 

106 

85 

(AC006200) putative membrane transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152231 

LIB3175-076-P1-K1-D7 

BLASTX 

g!15783 

624 

3.0e-65 

117 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi__16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 


152232 


Seq. ID 


LIB3175-076-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3894197 


BLAST score 


224 


E value 


2.0e-18 


Match length 


98 


% identity 


41 


NCBI Description 


(AC005662) hypothetical 


Seq. No. 


152233 


Seq. ID 


LIB3175-076-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4455193 


BLAST score 


465 


E value 


1.0e-46 


Match length 


93 


% identity 


100 


NCBI Description 


(AL035440) fimbrin-like 




thaliana] 


Seq. No. 


152234 


Seq. ID 


LIB3175-076-P1-K1-E1 


Method 


BLASTN 


NCBI GI 


g2827038 


BLAST score 


52 


E value 


1.0e-20 


Match length 


60 


% identity 


97 



[Arabidopsis 



NCBI Description 



Arabidopsis thaliana chloroplast processing enzyme 
gene, complete cds 



(CPE) 



19534 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152235 

LIB3175-076-P1-K1-E11 

BLASTX 

gl709534 

331 

6.0e-31 

111 

65 

DELTA l-PYRROLINE-5-CARBOXYLATE SYNTHETASE A (P5CS A) 
[CONTAINS: GLUTAMATE 5-KINASE (GAMMA-GLUTAMYL KINASE) (GK) ; 
GAMMA- GLUTAMYL PHOSPHATE REDUCTASE (GPR) 
(GLUTAMATE- 5 -SEMI ALDEHYDE DEHYDROGENASE) 

( GLUTAMYL- GAMMA- SEMI ALDE . . . >gi_2129572_pir S66637 

delta-l-pyrroline-5-carboxylate synthetase - Arabidopsis 
thaliana >gi_829100_emb_CAA60740_ (X87330) 
pyrroline-5-carboxylate synthetase [Arabidopsis thaliana] 
>gi_870866_emb_CAA60446_ (X86777) pyrroline-5-carboxylate 
synthetase A [Arabidopsis thaliana] 

>gi_1041248_emb_CAA61593_ (X89414) pyrroline-5-carboxylate 
synthase [Arabidopsis thaliana] >gi_2642162 (AC003000) 
delta-l-pyrroline 5-carboxylase synthetase, P5C1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152236 

LIB3175-076-P1-K1-E12 

BLASTN 

g3395421 

263 

1.0e-146 

287 
98 

Arabidopsis thaliana chromosome II BAC T19C21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152237 

LIB3175-076-P1-K1-E2 

BLASTX 

g2921323 

209 

1.0e-16 

60 
67 

(AF034112) beta-1, 3-glucanase 7 



[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152238 

LIB3175-076-P1-K1-E4 

BLASTN 

g!4342 

260 

1.0e-144 

304 

97 

A. thaliana mRNA for carbonic anhydrase 



Seq. No. 
Seq. ID 
Method 



152239 

LIB3175-076-P1-K1-E5 
BLASTX 



19535 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!32102 
450 

7.0e-45 

121 

68 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb__CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152240 

LIB3175-07 6-P1-K1-E8 

BLASTX 

g3860260 

292 

2.0e-26 

62 

100 

(AC005824) putative acidic ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152241 

LIB3175-076-P1-K1-E9 

BLASTN 

g4512656 

190 

1.0e-103 

209 
98 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152242 

LIB3175-076-P1-K1-F1 

BLASTN 

gl6300 

187 

1.0e-101 

253 
93 

A. thaliana mRNA for glycine rich protein 
>gi_166836__gb_L00648_ATHRBPA Arabidopsis thaliana 
RNA-binding protein mRNA, complete cds 

152243 

LIB3175-076-P1-K1-F10 

BLASTX 

g2501188 

516 

1.0e-52 

118 

88 

THIAZOLE BIOSYNTHETIC ENZYME >gi_2129750_pir S71191 TH14 

protein homolog - Arabidopsis thaliana >gi_1113783 (U17589) 
Thil protein [Arabidopsis thaliana] 



19536 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152244 

LIB3175-076-P1-K1-F11 

BLASTX 

g3980378 

548 

3.0e-56 

119 

90 

(AC004561) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152245 

LIB3175-076-P1-K1-F12 

BLASTX 

g3122572 

518 

8.0e-53 

141 

71 

NADH- UB I QU I NONE dXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX I 

SUBUNIT) >gi_1084434_pir S52737 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3) 76K chain precursor - potato 
>gi_758340_emb_CAA59818_ (X85808) 7 6 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 

152246 

LIB3175-076-P1-K1-F3 

BLASTX 

g267527 

250 

1.0e-21 

54 

91 

RAS-RELATED PROTEIN YPT3 >gi_282 952_pir S23523 GTP-binding 

protein Np-ypt3 - curled-leaved tobacco 
>gi_19715_emb_CAA45351_ (X63874) Np-ypt3 [Nicotiana 
plumbaginifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152247 

LIB3175-076-P1-K1-F4 

BLASTX 

g3355480 

203 

6.0e-16 

81 
51 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



152248 

LIB3175-076-P1-K1-F5 

BLASTX 

gll2681 

603 

9.0e-63 



19537 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138 
85 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

152249 

LIB3175-076-P1-K1-F7 

BLASTX 

g3355311 

478 

4.0e-48 

107 

87 

(AJ009737) eukaryotic translation initiation factor 6 [Beta 
vulgaris] 

152250 

LIB3175-076-P1-K1-F8 

BLASTX 

gl27045 

616 

3.0e-64 

119 

98 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 

>gi_99756_pir JQ0410 methionine adenosyltransferase (EC 

2.5.1.6) 2 - Arabidopsis thaliana >gi__166874 (M33217) 
S-adenosylmethionine synthetase (sam-2) [Arabidopsis 
thaliana] >gi_4558554_gb_AAD22647 . 1_AC007138_11 (AC007138) 
S-adenosylmethionine synthase 2 [Arabidopsis thaliana] 

152251 

LIB3175-076-P1-K1-G10 

BLASTX 

g421826 

432 

8.0e-43 

110 

75 

chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036__emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 

152252 

LIB3175-076-P1-K1-G11 

BLASTX 

g2252857 

279 

7.0e-25 

98 

63 

(AF013294) similar to acidic ribosomal protein pi 
[Arabidopsis thaliana] 



19538 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152253 

LIB3175-076-P1-K1-G12 

BLASTX 

g2119846 

709 

3.0e-75 

134 

99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb__CAA45790__ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi 3337371 (AC004481) photosystem II type I 





chlorophyll 


Seq. No. 


152254 


Seq. ID 


LIB3175-076 


Method 


BLASTX 


NCBI GI 


g2160190 


BLAST score 


439 


E value 


8.0e-44 


Match length 


93 


% identity 


88 


NCBI Description 


(AC000132) 


Seq. No. 


152255 


Seq. ID 


LIB3175-076 


Method 


BLASTX 


NCBI GI 


g4204296 


BLAST score 


521 


E value 


3. Oe-53 


Match length 


99 


% identity 


99 


NCBI Description 


(AC003027) 



lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152256 

LIB3175-076-P1-K1-G5 

BLASTX 

gl657617 

118 

4.0e-64 

129 

94 

(U72503) G2p [Arabidopsis thaliana] >gi_3068707 (AF04 9236) 
putative nuclear DNA-binding protein G2p [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



152257 

LIB3175-076-P1-K1-G9 

BLASTX 

g3043529 

142 

9.0e-09 
73 



19539 



% identity 


36 


NCBI Description 


(AJ002204) polyamine oxidase [Zea mays] 


Sea No 


152258 


Seq. ID 


LIB3175-076-P1-K1-H1 


Method 


BLASTN 


NCBI GI 


g3241926 


BLAST score 


133 


E value 


7.0e-69 


Match length 


189 


% identity 


93 


NCBI Desfriotion 

J-"? -X. LJ\^ kj J- -X- k*S w -X. vll 


Arabidoosis thaliana aenoinic DNA, chromosome 5, 




MSG15, complete sequence [Arabidopsis thaliana] 


Sea. No. 


152259 


Seq. ID 


LIB3175-076-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2982301 


BLAST score 


285 


E value 


1.0e-25 


Match length 


112 


$; identitv 

O -X, VA^^XX I* «X, I*. V 


55 


NCBI DescriDtion 


(AF051235) YGLOlOw-like orotein TPicea marianal 

\ ni w w J- f x, v^j j_j v x. v inr _i_ .x. jlw ks x_ \^ ^ -X. x x |_ x. J_ \_# ex XLts_x «^ ^* J 


O C- . in <j • 


j. ^) 


Sea ID 


LIB3175-076-P1-K1-H12 

XJ J. X^J w J- I ^ v / Xp X. i\X XX -L. 


Method 


BLASTX 


NCBI GI 

X <l V«/ X^ -X. \J -L. 


g4753651 


BLAST score 


452 


E value 


3.0e-45 


Match lpnath 


96 


% identity 


92 


NPRT Dpcnririti nn 


( AT.O 4- 97 SI ^ T"i hn^nma 1 nrnt" pin Til "3 3 likp nrnfpi n 




thaliana] 


Serr No 

U C VJ • 1 * \y • 


152261 


Seq. ID 


LIB3175-076-P1-K1-H3 


Method 


BLASTN 


NCBI GI 


g3047100 


BLAST score 


84 


E value 


2.0e-39 


Match length 


196 


% i dent it v 


86 


NCBI Description 


Arabidopsis thaliana BAC F6N23 


O C ^ • 


-L «J \J ^ 


Seq. ID 


LIB3175-076-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3152581 


BLAST score 


430 


E value 


1.0e-42 


Match length 


101 


% identity 


85 


NCBI Description 


(AC00298 6) Similar to E. coli sulfurtransf erase 



PI clone: 



(rhodanese) 

gb_AE00338. ESTs gb_T03984, gb_T03983 and gb_W43228 come 
from this gene. [Arabidopsis thaliana] 



19540 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152263 

LIB3175-076-P1-K1-H5 

BLASTX 

g282865 

642 

3.0e-67 

130 
70 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

152264 

LIB3175-076-P1-K1-H7 

BLASTX 

g4557016 

138 

1.0e-08 

73 

42 

cell division cycle 27 >gi_2317 08__sp_P30260_CC27_HUMAN 
PROTEIN CDC27HS (CELL DIVISION CYCLE PROTEIN 27 HOMOLOG) 

>gi_2134884_pir A48792 CDC27 - human >gi_405833 (U00001) 

Human homologue of S. pombe nuc2+ and A. nidulans bimA 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152265 

LIB3175-076-P1-K1-H8 

BLASTX 

gl628622 

742 

4.0e-79 

143 

99 

(U72631) flavonol synthase [Arabidopsis thaliana] 
>gi_1805305 (U84258) flavonol synthase [Arabidopsis 
thaliana] >gi_1805307 (U84259) flavonol synthase 
[Arabidopsis thaliana] >gi_1805309 (U84260) flavonol 
synthase [Arabidopsis thaliana] 

152266 

LIB3175-076-P1-K1-H9 

BLASTN 

g870791 

79 

2.0e-36 

184 

41 

Arabidopsis thaliana polyubiquitin (ubqlO) mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 



152267 

LIB3175-077-P1-K1-A1 
BLASTX 



19541 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



® 



g481914 
548 

2.0e-56 

109 

94 

glutamate — ammonia ligase 
>gi_4 3 6 4 2 2_emb_CAA5 4 1 5 1 . 1_ 
napus ] 



(EC 6.3.1.2) - rape 
(X76736) glutamine 



[Brassica 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152268 

LIB3175-077-P1-K1-A10 

BLASTX 

gl703108 

590 

3.0e-61 

109 

100 

ACTIN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi__1943863 (U27811) actin7 [Arabidopsis 
thaliana] 

152269 

LIB3175-077-P1-K1-A11 

BLASTN 

g2618730 

143 

7.0e-75 

147 

99 

Arabidopsis thaliana early auxin-induced (IAA21) mRNA, 
partial cds 

152270 

LIB3175-077-P1-K1-A12 

BLASTX 

g3522929 

556 

3.0e-57 

107 

100 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

152271 

LIB3175-077-P1-K1-A2 

BLASTN 

g3776002 

376 

0.0e+00 

407 

98 

Arabidopsis thaliana mRNA for DEAD box RNA helicase, RH13 



Seq. No. 



152272 



19542 



Seq. ID 


LIB3175-077-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g3776002 


BLAST score 


285 


E value 


1.0e-159 


Match length 


321 


% identity 


97 


NCBI Description 


Arabidopsis thaliana mRNA for DEAD box RNA helicase, RH13 


Seq. No. 


152273 


Seq. ID 


LIB3175-077-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4185505 


BLAST score 


453 


E value 


3.0e-45 


Match length 


115 


% identity 


76 


NCBI Description 


(AF101038) nonspecific lipid-transf er protein precursor 




[Brassica napus] 


Seq. No. 


152274 


Seq. ID 


LIB3175-077-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


g4580455 


BLAST score 


473 


E value 


2.0e-47 


Match length 


100 


% identity 


96 


NCBI Description 


(AC006081) unknown protein [Arabidopsis thaliana] 


Seq. No. 


152275 


Seq. ID 


LIB3175-077-P1-K1-A6 


Method 


BLASTN 


NCBI GI 


g2529657 


BLAST score 


45 


E value 


1.0e-16 


Match length 


129 


% identity 


84 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T30B22 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


152276 


Seq. ID 


LIB3175-077-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g267069 


BLAST score 


575 


E value 


2.0e-59 


Match length 


133 


% identity 


89 


NCBI Description 


TUBULIN ALPHA-2 /ALPHA- 4 CHAIN >gi 320183 pir JQ1594 




tubulin alpha chain — Arabidopsis thaliana >gi 166914 




(M84 6961 aoha-2 tubulin fArabidoosis thalianal ~~ >ai 166916 




(M84697) alpha-4 tubulin [Arabidopsis thaliana] 


Seq. No. 


152277 


Seq. ID 


LIB3175-077-P1-K1-A9 


Method 


BLASTX 



19543 



NCBI GI 


(fl 

g4741960 


BLAST score 


572 


E value 


4.0e-59 


Match length 


127 


% identity 


86 


NCBI Description 


(AF134130) 




protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152278 

LIB3175-077-P1-K1-B1 

BLASTN 

g2264315 

212 

1.0e-116 

403 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRN17, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



152279 

LIB3175-077-P1-K1-B10 

BLASTX 

g2494113 

605 

5.0e-63 

108 

100 

(AC002376) Strong similarity to Musa pectate lyase 
(gb_X92943). ESTs gb_AA042458, gb_ATTS4502, gb_N38552 come 
from this gene. [Arabidopsis thaliana] 

152280 

LIB3175-077-P1-K1-B11 

BLASTX 

g4585879 

647 

6.0e-68 

138 

84 

(AC005850) Highly Simlilar to Mlo proteins [Arabidopsis 
thaliana] 

152281 

LIB3175-077-P1-K1-B2 

BLASTX 

gll68529 

400 

6.0e-39 

86 

91 

SERINE/THREONINE-PROTEIN KINASE ASK1 >gi_541890_pir S36944 

probable serine/threonine-specif ic protein kinase {EC 
2.7.1.-) (clone ASK1) - Arabidopsis thaliana >gi_166882 
(M91548) serine/threonine kinase [Arabidopsis thaliana] 
>gi_1931648 (U95973) Ser/Thr kinase [Arabidopsis thaliana] 

152282 

LIB3175-077-P1-K1-B3 



19544 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



BLASTN 
g2191126 
206 

1.0e-112 

329 
95 

Arabidopsis thaliana BAC IG002N01 
152283 

LIB3175-077-P1-K1-B4 

BLASTN 

g4757414 

363 

0.0e+00 

367 

100 

Arabidopsis thaliana genomic DNA, 
MYF24, complete sequence 



chromosome 3, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152284 

LIB3175-077-P1-K1-B5 

BLASTX 

gl!70939 

506 

2.0e-51 

102 

94 

S - ADENO S YLMET H I ON I NE SYNTHETASE 3 (METHIONINE 
ADENOSYL TRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408_pir S46540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108_emb_CAA80867_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 

152285 

LIB3175-077-P1-K1-B6 

BLASTN 

g2760165 

376 

0.0e+00 

426 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC9, complete sequence [Arabidopsis thaliana] 

152286 

LIB3175-077-P1-K1-B8 

BLASTX 

gl076316 

569 

9.0e-59 

109 

99 

drought-induced protein Dil9 - Arabidopsis thaliana 
>gi_469110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 



19545 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152287 

LIB3175-077-P1-K1-C1 

BLASTX 

g2244952 

645 

1.0e-67 

138 
93 

(Z97340) strong similarity to ZK688.3 protein - 
Caenorhabditis elegans [Arabidopsis thaliana] 

152288 

LIB3175-077-P1-K1-C10 

BLASTX 

gl429211 

460 ^ 

5.0e-46 

124 

74 

(X99116) HMG-I/Y protein [Arabidopsis thaliana] >gi_2809402 
(AF041253) high mobility group protein a [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152289 

LIB3175-077-P1-K1-C11 

BLASTX 

gl360088 

316 

4.0e-29 

62 

89 

(X97947) Zn finger protein [Nicotiana tabacum] 



152290 

LIB3175-077-P1-K1-C12 

BLASTN 

g4757388 

77 

2.0e-35 

209 

84 

Arabidopsis thaliana genomic DNA, 
F15L12, complete sequence 



chromosome 5, PI clone: 



Seq. No. 
Seq. ID 
Method 



152291 

LIB3175-077-P1-K1-C2 

BLASTX 

g2829891 

292 

3.0e-26 

136 

72 

(AC002311) Unknown protein [Arabidopsis thaliana] 
152292 

LIB3175-077-P1-K1-C3 
BLASTX 



19546 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3914394 
313 

6.0e-29 

103 

70 

2 , 3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 
( PHOSPHOGLYCEROMUTASE) (BPG- INDEPENDENT PGAM) (PGAM-I) 

>gi_2118335_pir S 60473 phosphoglycerate mutase (EC 

5.4.2.1) - common ice plant >gi_602426 (U16021) 
phosphoglyceromutase [Mesembryanthemum crystallinum] 



152293 

LIB3175-077-P1-K1- 

BLASTX 

gl66835 

776 

5.0e-83 

148 

100 

(M86720) 
activase 



•C4 



ribulose bisphosphate carboxylase/oxygenase 
[Arabidopsis thaliana] >gi_2642170 (AC003000) 



Rubisco activase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152294 

LIB3175-077-P1-K1-C5 

BLASTX 

g2506277 

609 

1.0e-63 

128 

95 

RUBISCO SUBUNIT BINDING-PROTEIN BETA SUBUNIT PRECURSOR 
KD CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) >gi_806808 
(U21139) chaperonin precursor [Pisum sativum] 

152295 

LIB3175-077-P1-K1-C6 

BLASTX 

g4741960 

541 

2.0e-55 

123 

85 

(AF134130) Lhcb6 protein [Arabidopsis thaliana] 



(60 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152296 

LIB3175-077-P1-K1-C7 

BLASTX 

g4263712 

449 

1.0e-44 

124 

73 

(AC006223) putative ribosomal protein S12 [Arabidopsis 
thaliana] 



Seq. No. 



152297 



19547 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-077-P1-K1-C8 

BLASTX 

g2829275 

382 

6.0e-37 

72 

100 

(AF044265) nucleoside diphosphate kinase 3 [Arabidopsis 
thaliana] >gi_3513740 (AF080118) contains similarity to 
nucleoside diphosphate kinases (Pfam: NDK.hmm, score: 
301.12) [Arabidopsis thaliana] >gi_4539375_emb_CAB40069 . 1_ 
(AL049525) nucleoside diphosphate kinase 3 (ndpk3) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152298 

LIB3175-077-P1-K1-C9 

BLASTX 

gll3024 

42 

3.0e-63 

146 

91 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 
>gi_553043 (M83534) isocitrate lyase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152299 

LIB3175-077-P1-K1-D1 

BLASTX 

gll9975 

476 

1.0e-50 

121 

87 

FERREDOXIN PRECURSOR >gi_99692__pir S0997 9 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferrodoxin A 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152300 

LIB3175-077-P1-K1-D10 

BLASTN 

g4512656 

323 

0.0e+00 

417 

100 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence , complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



152301 

LIB3175-077-P1-K1-D11 

BLASTX 

g3096945 

563 

4.0e-58 
107 



19548 



% identity 

NCBI Description 



© 

100 

(AL023094) putative auxin-regulated protein [Arabidopsis 
thaliana] 



Seq. No. 


152302 


Seq. ID 


LIB3175-077-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3461817 


BLAST score 


513 


E value 


3. Oe-52 


Match length 


139 


% identity 


64 


NCBI Description 


(AC004138) unknown protein [Arabidopsis thaliana] 


Seq. No. 


152303 


Sea ID 


LIB3175-077-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


gll9975 


BLAST score 


177 


E value 


2. 0e-13 


Match lencrth 


61 


% idpntitv 


66 


NCBI Description 


FERREDOXIN PRECURSOR >gi 99692 pir S09979 ferredoxin 




rpirp— 9qi nrppnrsor — Arabidoosis thaliana 




>rri "16437 emb CAA3S754 (X513701 ferredoxin Drecursor 




[Arabidopsis thaliana] >gi 166698 (M35868) ferrodoxin 




r ATabidtvDsi «=; thalianal 


Seq. No. 


152304 


Sea ID 


LIB3175-077-P1-K1-D3 




BLASTN 


NCBI GI 


a972928 


BLAST score 


203 




1 . 0e-110 


Match 1 print h 


223 


% identity 


98 


NCBI Description 


Arabidopsis thaliana IAA13 (IAA13) gene, complete cds 


Seq. No. 


152305 


Seq. ID 


LIB3175-077-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


a3482924 




321 


E value 


9.0e-30 


Match 1 pnrrth 


112 




57 


NCBI Descrintion 


(AC003970) Highly similar to cinnamyl alcohol 




dehydrogenase, gi 1143445 [Arabidopsis thaliana] 


Seq. No. 


152306 


Seq. ID 


LIB3175-077-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2827711 


BLAST score 


597 


E value 


5.0e-62 


Match length 


116 


% identity 


99 



19549 



NCBI Description 



(AL021684) oxoglutarate dehydrogenase 
[Arabidopsis thaliana] 



like protein 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



152307 

LIB3175-077-P1-K1-D6 

BLASTN 

g3869064 

57 

3.0e-23 

154 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1013, complete sequence [Arabidopsis thaliana] 

152308 

LIB3175-077-P1-K1-D7 

BLASTX 

g4583542 

338 

1.0e-31 

136 

58 

(Y16847) 16 kDa polypeptide of oxygen-evolving complex 
[Arabidopsis thaliana] 

152309 

LIB3175-077-P1-K1-D8 

BLASTX 

gl769905 

223 

9.0e-19 

76 

66 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

152310 

LIB3175-077-P1-K1-D9 

BLASTX 

gll70089 

606 

3.0e-63 

122 

98 

GLUTATHIONE S-TRANSFERASE ERD13 (CLASS PHI) 

>gi_481822_pir S39542 probable glutathione transferase {EC 

2.5.1.18} (clone ERD13) - Arabidopsis thaliana 
>gi_497789_dbj_BAA04554_ (D17673) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_3201614 (AC004669) glutathione 
S-transferase [Arabidopsis thaliana] 

152311 

LIB3175-077-P1-K1-E1 

BLASTN 

g4713943 

319 

1.0e-179 



19550 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



375 
96 

Arabidopsis thaliana chromosome 1 BAC T8K14 sequence, 
complete sequence 

152312 

LIB3175-077-P1-K1-E11 

BLASTX 

g282865 

563 

4.0e-58 

130 

83 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4 678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



O " • IN \J • 


-i coo-i 


Seq. ID 


LIB3175-077-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4581109 


BLAST score 


560 


E value 


9.0e-58 
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Method 


BLASTX 


NCBI GI 


g2760345 


BLAST score 


290 


E value 


3.0e-26 


Match length 


90 


% identity 


18 


NCBI Description 


(U84967) ubiquitin [Arabidopsis thaliana] 


Seq. No. 


152315 


Seq. ID 


LIB3175-077-P1-K1-E4 


Method 


BLASTN 


NCBI GI 


g3650026 


BLAST score 


330 


E value 


0.0e+00 


Match length 


401 


% identity 


96 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T26I20 genomi 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


152316 


Seq. ID 


LIB3175-077-P1-K1-E5 


Method 


BLASTN 


NCBI GI 


g4558521 


BLAST score 


60 


E value 


4.0e-25 



19551 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score~ 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



196 
85 

Genomic sequence for Arabidopsis thaliana BAC T10O24, 
complete sequence 

152317 

LIB3175-077-P1-K1-E6 

BLASTX 

gll5767 

594 

9.0e-62 

115 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_erab_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

152318 

LIB3175-077-P1-K1-E7 

BLASTN 

g3402745 

223 

1.0e-122 

446 

56 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18E5 
(ESSAII project) 

152319 

LIB3175-077-P1-K1-E9 

BLASTN 

glll3782 

98 

5.0e-48 

170 

89 

Arabidopsis thaliana Thil protein mRNA, complete cds 
152320 

LIB3175-077-P1-K1-F10 

BLASTX 

g3193316 

490 

2.0e-49 

106 

87 

(AF069299) 
epimerases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



152321 

LIB3175-077-P1-K1-F11 

BLASTN 

g3461834 



19552 



BLAST score 267 
E value 1.0e-148 
Match length 438 
% identity 97 
NCBI Description Arabidopsis thaliana chromosome II BAC T9I4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152322 

LIB3175-077-P1-K1-F12 

BLASTX 

gl914685 

330 

8.0e-31 

74 

82 

(Y12014) RAD23 protein, 



isoform II [Daucus carota] 



152323 

LIB3175-077-P1-K1-F4 " 

BLASTX 

g3334223 

644 

1.0e-67 

124 

98 

4-HYDROXYPHENYLPYRUVATE D I OXYGENASE (4HPPD) (HPD) - 
>gi_2145039 (AF000228) p-hydroxyphenylpyruvate dioxygenase 
[Arabidopsis thaliana] >gi_2392518 (U89267) 
p-hydroxyphenylpyruvate dioxygenase [Arabidopsis thaliana] 
>gi_3098559_gb_AAC15697.1_ (AF047834) 

4-hydroxyphenylpyruvate dioxygenase [Arabidopsis thaliana] 
152324 

LIB3175-077-P1-K1-F5 

BLASTX 

g2499327 

469 

5.0e-47 

138 

70 

NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_1084345jpir S52286 NADH 

dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 
>gi_643090_emb_CAA58887.1_ (X84078) NADH dehydrogenase 
[Arabidopsis thaliana] 

152325 

LIB3175-077-P1-K1-F6 

BLASTX 

g4006834 

682 

5.0e-72 

134 

99 

(AC005970) enoyl-ACP reductase (enr-A) [Arabidopsis 
thaliana] 



19553 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152326 

LIB3175-077-P1-K1-F7 

BLASTX 

g2275217 

531 

3.0e-54 

124 

84 

(AC002337) chloroplast protein CP12 isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152327 

LIB3175-077-P1-K1-F8 

BLASTX 

g544134 

389 

1.0e-37 

147 

24 

DNA- DAMAGE- RE PAI R / TOLERAT I ON PROTEIN DRT100 PRECURSOR 

>gi_99720_pir S22863 hypothetical protein - Arabidopsis 

thaliana >gi_421844_pir A46260 RecA functional analog 

DRT100 - Arabidopsis thaliana (fragment) 

152328 

LIB3175-077-P1-K1-F9 

BLASTX 

g2281631 

283 

3.0e-25 

53 

100 

(AF003096) AP2 domain containing protein RAP2.3 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

-BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152329 

LIB3175-077-P1-K1-G10 

BLASTN 

g2062153 

181 

3.0e-97 

181 

100 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152330 

LIB3175-077-P1-K1-G11 

BLASTX 

g4680661 

147 

3.0e-09 

100 

25 

(AF132945) CGI-11 protein [Homo sapiens] 



Seq. No. 



152331 



19554 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-077-P1-K1-G12 

BLASTX 

g2146727 

552 

8.0e-57 

111 

100 

cinnamyl-alcohol dehydrogenase {EC 1.1.1.195) CADI - 
Arabidopsis thaliana (fragment) >gi_598069 (L37884) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 

152332 

LIB3175-077-P1-K1-G2 

BLASTX 

g3334244 

381 

1.0e-50 

123 

84 

LACTO YLGLUTAT H I ONE LYASE (METHYLGLYOXALASE) 
(ALDOKETOMUTASE) {GLYOXALASE I) (GLX I) (KETONE-ALDEHYDE 
MUTASE) (S-D-LACTOYLGLUTATHIONE METHYLGLYOXAL LYASE) 
>gi_2113825_emb_CAA73691_ (Y13239) Glyoxalase I [Brassica 
juncea] 

152333 

LIB3175-077-P1-K1-G5 

BLASTX 

g4741948 

705 

1.0e-74 

132 
100 

(AF134124) Lhcb2 protein [Arabidopsis thaliana] 
152334 

LIB3175-077-P1-K1-G6 

BLASTX 

g4454036 

343 

3.0e-32 

62 

100 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152335 

LIB3175-077-P1-K1-G7 

BLASTN 

g2959729 

403 

0.0e+00 

407 

100 

Arabidopsis thaliana mRNA for GATA transcription factor 



Seq. No. 



152336 



19555 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-077-P1-K1-G8 

BLASTX 

gl706772 

760 

4.0e-81 

144 

100 

FARNESYL-DIPHOSPHATE FARNESYLTRANSFERASE (SQUALENE 
SYNTHETASE) (SQS) (SS) (FPP:FPP FARNESYLTRANSFERASE) 

>gi_1076324_pir S54251 farnesyl-diphosphate 

farnesyltransferase (EC 2.5.1.21) - Arabidopsis thaliana 
>gi_798820_emb_CAA60385_ (X8 6692) farnesyl-diphosphate 
farnesyltransferase [Arabidopsis thaliana] 
>gi_806325_dbj_BAA06103__ (D29017) squalene synthase 
[Arabidopsis thaliana] >gi__2232212 (AF004560) squalene 
synthase 1 [Arabidopsis thaliana] 

>gi_3096933_emb_CAA18843.1__ (AL023094) farnesyl-diphosphate 
farnesyltransferase [Arabidopsis thaliana] >gi_4098519 
(U79159) squalene synthase [Arabidopsis thaliana] 



Seq. No. 


152337 


Seq. ID 


LIB3175-077-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g4508073 


BLAST score 


638 


E value 


7.0e-67 


Match length 


140 


% identity 


91 


NCBI Description 


(AC005882) 43220 [Arabidopsis 


Seq* No. 


152338 


Seq. ID 


LIB3175-077-P1-K1-H1 


Method 


BLASTX 


NCBI GI 


gl216504 


BLAST score 


67 


E value 


4,7e+00 


Match length 


115 


% identity 


12 


NCBI Description 


(U49245) geranylgeranyl trans 




[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



152339 

LIB3175-077-P1-K1-H10 

BLASTN 

g4580745 

443 

0.0e+00 

443 

100 

Arabidopsis thaliana chromosome 1 
complete sequence 

152340 

LIB3175-077-P1-K1-H11 

BLASTX 

gl402906 

627 



BAC F10O3 sequence, 



19556 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



1.0e-65 

140 

89 

(X98314) peroxidase [Arabidopsis thaliana] 
>gi_4468977_emb_CAB38291_ (AL035605) peroxidase, prxr2 
[Arabidopsis thaliana] 

152341 

LIB3175-077-P1-K1-H12 

BLASTX 

g4585980 

438 

2.0e-43 

132 

70 

(AC005287) Very similar to TATA binding protein-associated 
factor [Arabidopsis thaliana] 

152342 

LIB3175-077-P1-K1-H2 

BLASTX 

gl350965 

423 

3.0e-47 

96 

89 

40S RIBOSOMAL PROTEIN S23 (S12) 
152343 

LIB3175-077-P1-K1-H5 

BLASTX 

gll70409 

469 

5.0e-47 

117 

79 

HOMEOBOX-LEUCINE ZIPPER PROTEIN HAT22 (HD-ZIP PROTEIN 22) 
>gi_549887 (U09336) homeobox protein [Arabidopsis thaliana] 
>gi_549888 (U09337) homeobox protein [Arabidopsis thaliana] 
>gi_4490724_emb_CAB38927.1_ (AL035709) homeobox protein 
HAT22 [Arabidopsis thaliana] 

152344 

LIB3175-077-P1-K1-H6 

BLASTX 

g4585980 

616 

3.0e-64 

136 

87 

(AC005287) Very similar to TATA binding protein-associated 
factor [Arabidopsis thaliana] 

152345 

LIB3175-077-P1-K1-H7 

BLASTX 

gl086263 



19557 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



237 

1.0e-27 

135 

54 

TMV resistance protein N - tobacco (Nicotiana glutinosa) 
>gi_558887 (U15605) N [Nicotiana glutinosa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



152346 

LIB3175-077-P1-K1- 

BLASTX 

g2335096 



H8 



BLAST score 


183 


E value 


2.0e-13 




101 


o X\J.di. U -L L. y 


34 


NCBI Description 


(AC002339) hypothetical protein [Arabidopsis thali 






Sea ID 


LIB3175-077-P1-K1-H9 


MpthnH 


BLASTN 


L^J i_> X OX 


a4468103 


BLAST score 


429 


E value 


0.0e+00 
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152349 


Seq, ID 


LIB3175-078-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2894563 


BLAST score 


497 


E value 


2.0e-50 


Match length 


96 


% identity 


97 


NCBI Description 


(AL021890) putative protein [Arabidopsis thaliana] 


Seq. No. 


152350 


Seq. ID 


LIB3175-078-P1-K1-A12 


Method 


BLASTN 


NCBI GI 


g2264318 


BLAST score 


384 


E value 


0.0e+00 


Match length 


415 


% identity 


98 



M3E9 



clone 



19558 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUP24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152351 

LIB3175-078-P1-K1-A2 

BLASTX 

g2281094 

515 

2.0e-52 

101 

100 

(AC002333) molybdenum cofactor biosynthesis protein E 
isolog [Arabidopsis thaliana] >gi_44 69121_emb_CAB38428_ 
(AJ133519) molybdopterin synthase large subunit 
[Arabidopsis thaliana] 
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NPRT Dp^ppi nr ion 


f AC004005) 


Seq. No. 


152354 


Seq. ID 


LIB3175-078 


Method 


BLASTX 


NCBI GI 


g3360289 


BLAST score 


545 


E value 


5.0e-56 


Match length 


138 


% identity 


70 


NCBI Description 


(AF023164) 




1 [Zea mays 


Seq. No. 


152355 


Seq, ID 


LIB3175-078 


Method 


BLASTX 


NCBI GI 


g2623298 


BLAST score 


650 


E value 


3.0e-68 


Match length 


136 


% identity 


89 


NCBI Description 


(AC002409) 



copper-binding protein-like [Arabidopsis 



-P1-K1-A4 



unknown protein [Arabidopsis thaliana] 



•P1-K1-A5 



-P1-K1-A6 



19559 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152356 

LIB3175-078-P1-K1-A7 

BLASTX 

g4680212 

195 

4.0e-15 

99 

45 

(AF114171) hypothetical protein [Sorghum bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152357 

LIB3175-078-P1-K1-A8 

BLASTX 

g2688824 

215 

2.0e-17 

69 

67 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152358 

LIB3175-078-P1-K1-A9 

BLASTX 

gl27041 

505 

3.0e-51 

98 

99 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1} (ADOMET SYNTHETASE 1) 

>gi_81647_pir JN0131 methionine adenosyltransf erase {EC 

2.5.1.6) - Arabidopsis thaliana >gi_166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152359 

LIB3175-078-P1-K1-B1 

BLASTX 

g4056497 

417 

6.0e-41 

94 
90 

(AC005896) putative histone H2B [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152360 

LIB3175-078-P1-K1-B10 

BLASTX 

g2244979 

647 

6.0e-68 

135 

97 

(Z97340) similarity to enoyl-CoA hydratase [Arabidopsis 
thaliana] 



19560 



Seq. Jfo. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



152361 

LIB3175-078-P1-K1-B11 

BLASTX 

g2462081 

507 

2.0e-51 

126 

79 

(Y09427) squamosa-promoter binding protein like 3 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152362 

LIB3175-078-P1-K1-B12 

BLASTN 

g4757678 

47 

3.0e-17 

269 
88 

Arabidopsis thaliana chromosome 
sequence, complete sequence 



I BAC F9H16 genomic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152363 

LIB3175-078-P1-K1-B2 

BLASTX 

g2119846 

639 

5.0e-67 

123 

98 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364___emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 


152364 


Seq. ID 


LIB3175-078-P1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl709970 


BLAST score 


61 


E value 


3.0e-45 


Match length 


124 


% identity 


73 


NCBI Description 


60S RIBOSOMAL PROTEIN 


Seq. No. 


152365 


Seq. ID 


LIB3175-078-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl050918 


BLAST score 


254 


E value 


7.0e-22 


Match length 


94 


% identity 


50 



19561 



NCBI Description 


(X92648) lipid transfer protein [Helianthus annuus] 


Seq. No. 


152366 


Seq. ID 


LIB3175-078-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl350720 


BLAST score 


502 


E value 


6.0e-51 


Match length 


111 


% identity 


87 


NCBI Description 


60S RIBOSOMAL PROTEIN L32 


Seq. No. 


152367 


Seq. ID 


LIB3175-078-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2829891 


BLAST score 


615 


E value 


3.0e-64 


Match length 


134 


% identity 


90 


NCBI Description 


(AC002311) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


152368 


Seq. ID 


LIB3175-078-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g416681 


BLAST score 


153 


E value 


4.0e-10 


Match length 


121 


% identity 


35 


NCBI Description 


ATP SYNTHASE DELTA CHAIN, CHLOROPLAST PRECURSOR 


>gi 280404_pir S26198 H+-transporting ATP synthase ( 




3.6.1.34) delta chain precursor, chloroplast - common 




tobacco >gi_19787_emb_CAA45153_ (X63607) chloroplast , 




synthase (delta subunit) [Nicotiana tabacum] 


Seq. No. 


152369 


Seq. ID 


LIB3175-078-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g2435406 


BLAST score 


425 


E value 


6.0e-42 


Match length 


139 


% identity 


62 


NCBI Description 


(U834 90) thauma tin-like protein [Arabidopsis thaliana 


Seq. No. 


152370 


Seq. ID 


LIB3175-078-P1-K1-C10 


Method 


BLASTN 


NCBI GI 


g3047074 


BLAST score 


33 


E value 


5.0e-09 


Match length 


78 


% identity 


94 


NCBI Description 


Arabidopsis thaliana BAC F21E10 



ATP 



Seq. No. 



152371 



19562 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-078-P1-K1-C11 

BLASTX 

g4510363 

369 

2.0e-35 

86 

77 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 

152372 

LIB3175-078-P1-K1-C12 

BLASTX 

gl518540 

539 

2.0e-55 

114 

91 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
152373 

LIB3175-078-P1-K1-C3 

BLASTX 

g4585879 

627 

1.0e-65 

137 

82 

(AC005850) Highly Simlilar to Mlo proteins [Arabidopsis 
thaliana] 

152374 

LIB3175-078-P1-K1-C4 

BLASTX 

g2129639 

574 

2.0e-59 

115 

97 

luminal binding protein (BiP) - Arabidopsis thaliana 
>gi_1303695_dbj__BAA12348_ (D84414) luminal binding protein 
(BiP) [Arabidopsis thaliana] 

152375 

LIB3175-078-P1-K1-C5 

BLASTN 

g2653884 

150 

7.0e-7 9 

287 

82 

Arabidopsis thaliana phospholipase D-gamma mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 



152376 

LIB3175-078-P1-K1-C7 
BLASTX 



19563 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4580457 
141 

1.0e-08 

91 

37 

(AC006081) hypothetical protein [Arabidopsis thaliana] 
152377 

LIB3175-078-P1-K1-C9 

BLASTN 

gl532162 

120 

7.0e-61 

343 

89 

Arabidopsis thaliana AT. I. 24-1, AT. I. 24-2, 
AT. 1.24-4, AT. I. 24-5, AT. I. 24-6, AT. I. 24-9 
genes, partial cds, AT. I. 24-7, ascorbate peroxidase 
(ATHAPX1), EF-lalpha-Al, -A2 and -A3 (EF-lalpha) and AT 



AT. I. 24-3, 
and AT. I. 24-14 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152378 

LIB3175-078-P1-K1-D1 

BLASTX 

g3915023 

525 

1.0e-53 

135 

71 

SUCROSE-PHOSPHATE SYNTHASE 1 

(UDP-GLUCOSE-FRUCTOSE-PHOSPHATE GLUCOSYLTRANSFERASE 1) 
>gi_2588888__dbj_BAA23213_ (AB005023) sucrose-phosphate 
synthase [Citrus unshiu] 



Seq. No. 


152379 


Seq. ID 


LIB3175-078-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


g4581109 


BLAST score 


610 


E value 


1.0e-63 


Match length 


133 


% identity 


90 


NCBI Description 


{AC005825) unknown protein [Arabidopsis thaliana] 


Seq. No. 


152380 


Seq. ID 


LIB3175-078-P1-K1-D11 


Method 


BLASTN 


NCBI GI 


g4220637 


BLAST score 


209 


E value 


1.0e-114 


Match length 


221 


% identity 


99 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI 




MIE1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


152381 


Seq. ID 


LIB3175-078-P1-K1-D2 


Method 


BLASTX 



19564 



€1 



NCBI GI 


g481914 


BLAST score 


601 


E value 


1.0e-62 


Match length 


120 


% identity 


92 


NCBI Description 


glutamate — ammonia ligase (EC 6.3.1.2) - rape 




>gi 436422 exnb CAA54151.1_ (X76736) glutamine [Brassica 




napus ] 


Sea. No. 


152382 


Seq. ID 


LIB3175-078-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4539408 


BLAST score 


230 


E value 


5.0e-19 


Match length 


52 


% identity 


85 


NCBI Description 


(AL049524) putative alpha NAC [Arabidopsis thaliana] 


Seq. No. 


152383 


Seq. ID 


LIB3175-078-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


g3449334 


BLAST score 


58 


E value 


6.0e-24 


Match length 


249 


% identity 


96 


NPRT sprint ion 


Arabidopsis thaliana genomic DNA 7 chromosome 5, PI clone 




MYH9, complete sequence [Arabidopsis thaliana] 




152384 


Seq. ID 


LIB3175-078-P1-K1-D6 


Method 


BLASTN 


NCBI GI 


g4263774 


BLAST score 


355 


E value 


0.0e+00 


Match length 


416 


% identity 


96 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T20F21 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seer- No. 


152385 


Seq. ID 


LIB3175-078-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g2062167 


BLAST score 


522 


E value 


3.0e-53 


Match length 


98 


% idenfcitv 


100 


NHRT Dp^rri nf i on 


(AC001645) Proline-rich protein APG isolog [Arabidopsis 




thalianal 


Seq. No. 


152386 


Seq. ID 


LIB3175-078-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4218122 


BLAST score 


659 



19565 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



2.0e-69 

131 

98 

(AL035353) 



putative protein [Arabidopsis thaliana] 



152387 

LIB3175-078-P1-K1-E1 

BLASTX 

g3157937 

51 

2.0e-61 

130 
96 

(AC002131) Identical to aspartic proteinase cDNA gb_U51036 
from A. thaliana. ESTs gb_N96313, gb_T21893, gb_R30158, 
gbJT214 82, gb_T43650, gb_R64749, gb_R65157, gb_T88269, 
gb_T44552, gb_T22542, gb_T76533, gb_T44350, gb_Z34591, 
gb_AA728734, gb 

152388 

LIB3175-078-P1-K1-E10 

BLASTN 

g4159709 

160 

1.0e-84 

411 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLN2 1 , complete sequence 

152389 

LIB3175-078-P1-K1-E11 

BLASTN 

g4033837 

370 

0.0e+00 

417 

97 

Arabidopsis thaliana mRNA for sigma-like factor 
152390 

LIB3175-078-P1-K1-E2 

BLASTX 

gl352463 

554 

5.0e-57 

123 

89 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) >gi_1161312 
(U04876) myo-inositol-l-phosphate synthase [Arabidopsis 
thaliana] 

152391 

LIB3175-078-P1-K1-E3 

BLASTN 

g2760168 

259 



19566 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-144 

390 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MEE6, complete sequence [Arabidopsis thaliana] 

152392 

LIB3175-078-P1-K1-E5 

BLASTN 

g2618602 

402 

0.0e+00 

421 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSJ1, complete sequence [Arabidopsis thaliana] 



Seq. No. 


152393 


Seq. ID 


LIB3175-078-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3080412 


BLAST score 


243 


E value 


1.0e-20 


Match length 


112 


% identity 


44 


NCBI Description 


(AL022604) putative protein [Arabidopsi 


Seq. No. 


152394 


Seq. ID 


LIB3175-078-P1-K1-F10 


Method 


BLASTN 


NCBI GI 


g3413696 


BLAST score 


262 


E value 


1.0e-145 


Match length 


422 


% identity 


100 


NCBI Description 


Arabidopsis thaliana chromosome II BAC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



sequence, complete sequence [Arabidopsis thaliana] 
152395 

LIB3175-078-P1-K1-F11 

BLASTX 

g417381 

750 

5.0e-80 

138 
100 

NITRILASE 1 >gi_99738_pir S22398 nitrilase (EC 3.5.5.1) 

Arabidopsis thaliana >gi_l 6 4 0 0_emb_CAA4 5 0 4 1_ (X63445) 
nitrilase I [Arabidopsis thaliana] 

152396 

LIB3175-078-P1-K1-F12 

BLASTX 

g4538963 

296 

4.0e-35 
109 



19567 



% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

(AL049488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD28776 . 1_AF134129_ 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 

152397 

LIB3175-078-P1-K1-F3 

BLASTX 

g629602 

435 

4.0e-43 

91 

91 

probable imbibition protein - wild cabbage 
>gi_488787_emb_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 

152398 

LIB3175-078-P1-K1-F4 

BLASTX 

g3377843 

531 

2.0e-54 

135 

78 

(AF076274) contains similarity to rat p47 protein 
(GB:AB002086) [Arabidopsis thaliana] 

152399 

LIB3175-078-P1-K1-F5 

BLASTX 

g3851636 

307 

3.0e-28 

84 

67 

(AF098519) 
(AF056316) 



unknown [Avicennia marina] >gi__4128206 

4 OS ribosome protein S7 [Avicennia marina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



152400 

LIB3175-078-P1-K1-F6 

BLASTN 

g3426033 

157 

4.0e-83 

290 

91 

Arabidopsis thaliana chromosome II BAC F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

152401 

LIB3175-078-P1-K1-F7 

BLASTX 

g4586263 

231 

1.0e-19 
70 



19568 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

(AL049640) putative protein [Arabidopsis thaliana] 
152402 

LIB3175-078-P1-K1-F8 

BLASTX 

g3738287 

635 

1.0e-66 

137 
92 

(AC005309) glutathione s-transf erase, GST6 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152403 

LIB3175-078-P1-K1-F9 

BLASTN 

g2342673 

306 

1.0e-172 

345 

98 

Sequence of BAC F7G19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

152404 

LIB3175-078-P1-K1-G1 

BLASTX 

g2369714 

563 

4.0e-58 

123 
91 

(Z97178) elongation factor 2 [Beta vulgaris] 
152405 

LIB3175-078-P1-K1-G10 

BLASTX 

gl352463 

638 

7.0e-67 

137 

92 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) >giJL161312 
(U04876) myo-inositol-1 -phosphate synthase [Arabidopsis 
thaliana] 

152406 

LIB3175-078-P1-K1-G11 

BLASTX 

g477280 

256 

4.0e-22 

76 

66 

mitochondrial processing peptidase (EC 3.4.99.41) 55K 
protein precursor - potato >gi__410633_bbs__136740 cytochrome 



19569 



c reductase-processing peptidase subunit I, MPP subunit I, 
P55 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
534 aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152407 

LIB3175-078-P1-K1-G12 

BLASTX 

gl24224 

520 

4.0e-53 

113 

86 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 

152408 

LIB3175-078-P1-K1-G2 

BLASTN 

g2924652 

284 

1.0e-158 

339 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9L2, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152409 

LIB3175-078-P1-K1-G3 

BLASTX 

gll69476 

650 

3.0e-68 

126 

98 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) (VITRONECTIN- LIKE 
ADHESION PROTEIN 1) (PVN1) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 

152410 

LIB3175-078-P1-K1-G4 

BLASTX 

g2497753 

261 

1.0e-22 

110 

46 

NONSPECIFIC LIPID- TRANSFER PROTEIN 3 PRECURSOR (LTP 3) 
>gi_1321915_emb_CAA65477_ (X96716) lipid transfer protein 
[Prunus dulcis] 



Seq . No . 
Seq. ID 
Method 
NCBI GI 
BLAST score 



152411 

LIB3175-078-P1-K1-G5 

BLASTX 

g!255852 

252 



19570 



E value 
Match length 
% identity 
NCBI Description 



€1 



1.0e-21 

123 
41 

(U53339) simmilar to enoyl-CoA hydratases [Caenorhabditis 
elegans] 



Sea No. 


152412 


Seq. ID 


LIB317 5-078-P1-K1-G7 


Method 


BLASTX 




ct4455293 


BLAST score 


432 


E value 


9.0e-43 


Matph Ipnath 


135 


% identity 


73 


NCBI Description 


(AL035528) putative protein 


Seq. No. 


152413 


Seq. ID 


LIB3175-078-P1-K1-G9 


Method 


BLASTN 


NCBI GI 


g4220636 


BLAST score 


59 


E value 


1.0e-24 


Match length 


165 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomi 



NA, chromosome 5, PI 
MFB16, complete sequence [Arabidopsis thaliana] 



clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



152414 

LIB3175-078-P1-K1-H10 

BLASTN 

g4757392 

347 

0.0e+00 

372 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone 
K14A17, complete sequence 

152415 

LIB3175-078-P1-K1-H11 

BLASTN 

g4199934 

62 

3.0e-26 

290 

34 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

152416 

LIB3175-078-P1-K1-H12 

BLASTN 

g4589409 

223 

1.0e-122 

270 

96 



19571 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F17P19, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152417 

LIB3175-078-P1-K1-H2 

BLASTX 

g!352664 

354 

1.0e-33 

68 

100 

SERINE/THREONINE PROTEIN PHOSPHATASE PP2A-4 CATALYTIC 

SUBUNIT >gi_2117984_pir S52660 phosphoprotein phosphatase 

(EC 3.1.3.16) 2A isoform 4 - Arabidopsis thaliana 
>gi_473259 (U08047) Ser/Thr protein phosphatase 
[Arabidopsis thaliana] >gi_4204949 (U60136) 

serine/threonine protein phosphatase 2A-4 catalytic subunit 
[Arabidopsis thaliana] 

152418 

LIB3175-078-P1-K1-H3 

BLASTX 

g2154609 

587 

6.0e-61 

114 

100 

(D63509) endoxyloglucan transferase related protein 
[Arabidopsis thaliana] >gi_4522010_gb_AAD21783 . 1_ 
(AC007069) endoxyloglucan transferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152419 

LIB3175-078-P1-K1-H6 

BLASTX 

g4753655 

336 

2.0e-31 

79 

77 

(AL049751) pectate lyase like protein 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152420 

LIB3175-078-P1-K1-H8 

BLASTN 

g4519188 

385 

0.0e+00 

416 

98 

Arabidopsis thaliana genomic DNA, 
K21L19, complete sequence 



chromosome 5, TAC clone: 



Seq. No. 
Seq. ID 
Method 



152421 

LIB3175-078-P1-K1-H9 
BLASTX 



19572 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3927836 
666 

3.0e-70 

136 

97 

(AC005727) 



unknown protein [Arabidopsis thaliana] 



152422 

LIB3175-079-P1-K1-A1 

BLASTX 

gl922246 

520 

3.0e-53 

100 

99 

(Y10086) putative dehydrogenase [Arabidopsis thaliana] 
152423 

LIB3175-079-P1-K1-A10 

BLASTX 

g3367632 

363 

1.0e-34 

69 

99 

(AJ000539) phosphatidylinositol synthase [Arabidopsis 
thaliana] 

152424 

LIB3175-079-P1-K1-A11 

BLASTX 

g4734007 

621 

7.0e-65 

128 

97 

(AC007178) hypothetical protein [Arabidopsis thaliana] 
152425 

LIB3175-079-P1-K1-A12 

BLASTX 

g2274857 

554 

5.0e-57 

125 
89 

(AJ000469) glutathione peroxidase [Arabidopsis thaliana] 
>gi_3482968_emb_CAA20524.1_ (AL031369) glutathione 
peroxidase precursor [Arabidopsis thaliana] 

152426 

LIB3175-079-P1-K1-A2 

BLASTX 

g2499811 

615 

4.0e-64 
118 



19573 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



98 

PROFILIN 2 >gi_1353766 (U43323) profilin 2 [Arabidopsis 
thaliana] >gi_1353772 (U43326) profilin 2 '[Arabidopsis 
thaliana] 

152427 

LIB3175-079-P1-K1-A3 

BLASTN 

gl871173 

352 

0.0e+00 

427 

99 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 
sequence, complete sequence 

152428 

LIB3175-079-P1-K1-A7 

BLASTX 

gl363489 

622 

5.0e-65 

132 

88 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi__984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

152429 

LIB3175-079-P1-K1-A8 

BLASTX 

g3785997 

624 

3.0e-65 

125 

98 

(AC005499) putative annexin [Arabidopsis thaliana] 
152430 

LIB3175-079-P1-K1-A9 

BLASTX 

g3402676 

618 

1.0e-64 

119 

35 

(AC004697) putative myrosinase-binding protein [Arabidopsis 
thaliana] 

152431 

LIB3175-079-P1-K1-B1 

BLASTX 

gl237102 

236 

9.0e-20 

93 

55 



19574 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(L40358) calmodulin-binding protein [Arabidopsis thaliana] 

>gi_1589171_prf 2210340A calmodulin-binding protein 

[Arabidopsis thaliana] 

152432 

LIB3175-079-P1-K1-B10 

BLASTX 

g3249065 

641 

3.0e-67 

141 

93 

(AC004473) Similar to HAK1 gb_U22945 high affinity 
potassium transporter from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152433 

LIB3175-079-P1-K1-B12 

BLASTN 

g4096078 

48 

7.0e-18 

175 
93 

Arabidopsis thaliana chromosome I BAC T5A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152434 

LIB3175-079-P1-K1-B2 

BLASTX 

gl923256 

451 

6.0e-45 

117 

79 

(U86782) 26S proteasome-associated padl homolog [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152435 

LIB3175-079-P1-K1-B3 

BLASTX 

g2257743 

394 

3.0e-38 

103 

81 

(U62020) lysine-sensitive aspartate kinase 
thaliana] 



[Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



152436 

LIB3175-079-P1-K1-B4 

BLASTN 

g4454587 

136 

2.0e-70 

432 

99 



19575 



NCBI Description Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 


152437 


Seq. ID 


LIB3175-079-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3126967 


BLAST score 


398 


E value 


7.0e-50 


Match length 


118 


% identity 


15 


NCBI Description 


(AF061807) polyubiquitin [Elaeagnus umbellata] 


Seq. No. 


152438 


Seq. ID 


LIB3175-079-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g4583542 


BLAST score 


324 


F. 1 1]A 


5. Oe-30 


Match lencrth 


135 




57 




(Y16847) 16 kDa polypeptide of oxygen-evolving complex 




[Arabidopsis thaliana] 


Seq. No. 


152439 


Seq. ID 


LIB3175-079-P1-K1-B7 


Method 


BLASTN 


NCBI GI 


g2959729 




379 


E value 


0. 0e+00 


Lid. L. 1^11 til 


387 




99 


NCBI Description 


Arabidopsis thaliana mRNA for GATA transcription factor 


Seq. No. 


152440 


Seq. ID 


LIB3175-079-P1-K1-B8 


Mpthod 


BLASTX 


NCBI GI 


g2760330 


RTiA^T <?rnrp 

i_> unu j. o o k> 4- w 


209 


E value 


8 . Oe-33 


M^t" ch le*ncrt"h 


97 




73 


NCBI Description 


(AC002130) F1N21.15 [Arabidopsis thaliana] 


Seq. No. 


152441 


Seq- ID 


LIB3175-079-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


gll5783 


BLAST score 


652 


E value 


2.0e-68 


Match length 


127 


% identity 


98 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543__ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



19576 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152442 

LIB3175-079-P1-K1-C1 

BLASTN 

g4512690 

285 

1.0e-159 

424 

99 

Arabidopsis thaliana chromosome II BAC F11A3 genomic 
sequence, complete sequence 

152443 

LIB3175-079-P1-K1-C10 

BLASTX 

g3236238 

509 

8.0e-52 

106 

90 

(AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi_4519792_dbj_BAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152444 

LIB3175-079-P1-K1-C11 

BLASTX 

gll5783 

634 

2.0e-66 

125 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543__ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152445 

LIB3175-079-P1-K1-C12 

BLASTN 

g3449326 

407 

0.0e+00 

419 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19M22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152446 

LIB3175-079-P1-K1-C2 

BLASTX 

g4580460 

710 

3.0e-75 

143 

97 

(AC006081) putative 26S Protease Subunit 4 [Arabidopsis 
thaliana] 



19577 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



152447 

LIB3175-079-P1-K1-C3 

BLASTX 

g2842480 

623 

4.0e-65 

126 
97 

(AL021749) ADP, ATP carrier-like protein [Arabidopsis 
thaliana] 

152448 

LIB3175-079-P1-K1-C4 

BLASTN 

g4063730 

54 

2.0e-21 

208 
85 

Arabidopsis thaliana BAC F21J6 from chromosome V, 
containing KNAT3 and mapping near 60.5 cM, complete 
sequence [Arabidopsis thaliana] 

152449 

LIB3175-079-P1-K1-C5 

BLASTX 

g4220446 

658 

3.0e-69 

141 

94 

(AC006216) Strong similarity to gi_2062155 T02O04.2 
mitochondrial processing peptidase alpha subunit precusor 
isolog from Arabidopsis thaliana BAC gb_AC001645. ESTs 
gb_Z18504 and gb_AA395715 come from this gene. [Arabidopsis 
thaliana] 

152450 

LIB3175-079-P1-K1-C6 

BLASTX 

gll72872 

605 

5.0e-63 

119 

97 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_541856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi__4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

152451 

LIB3175-079-P1-K1-C7 

BLASTX 

gl!9975 



19578 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

1.0e-39 

120 
78 

FERREDOXIN PRECURSOR >gi_99692_pir S09979 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_16437_emb_CAA35754_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferrodoxin A 
[Arabidopsis thaliana] 

152452 

LIB3175-079-P1-K1-C8 

BLASTN 

g4587641 

195 

1.0e-105 

397 

98 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152453 

LIB3175-079-P1-K1-C9 

BLASTN 

g4467131 

188 

1.0e-101 

371 

99 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F20M13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152454 

LIB3175-079-P1-K1-D1 

BLASTN 

g3851669 

198 

1.0e-107 

206 
99 

Arabidopsis thaliana J8 
protein, complete cds 



mRNA, nuclear gene encoding plastid 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



152455 

LIB3175-079-P1-K1-D10 

BLASTN 

g3449326 

366 

0.0e+00 

394 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
K19M22, complete sequence [Arabidopsis thaliana] 

152456 

LIB3175-079-P1-K1-D11 
BLASTX 



clone: 



19579 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl703108 
642 

2.0e-67 

13& 

98 

ACT IN 2/7 >gi_2129525__pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528__pir S68107 actin 7 - Arabidopsis 

thaliana >gi__1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 

152457 

LIB3175-079-P1-K1-D12 

BLASTN 

g3033373 

391 

0.0e+00 

399 

99 

Arabidopsis thaliana chromosome II BAC F19I3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

152458 

LIB3175-079-P1-K1-D2 

BLASTX 

g4704766 

440 

1.0e-43 

115 
43 

(AF131223) protein disulfide isomerase homolog; PDI 
[Datisca glomerata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



152459 

LIB3175-079-P1-K1-D3 

BLASTX 

g2894445 

303 

1.0e-27 

115 
70 

(Y14333) transketolase [Arabidopsis thaliana] 
152460 

LIB3175-079-P1-K1-D4 

BLASTX 

g585421 

739 

1.0e-78 

146 

92 

LIPOXYGENASE, CHLOROPLAST PRECURSOR >gi_541879_pir JQ2391 

lipoxygenase (EC 1.13.11.12) AtLox2 - Arabidopsis thaliana 
>gi_431258 (L23968) lipoxygenase [Arabidopsis thaliana] 

152461 

LIB3175-079-P1-K1-D5 



19580 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

gl707364 

218 

1.0e-17 

102 
37 

(X94626) 



AATP2 [Arabidopsis thaliana] 



152462 

LIB3175-07 9-P1-K1-D6 

BLASTX 

g3080371 

464 

1.0e-46 

97 

93 

(AL022580) putative pectinacetylesterase protein 
[Arabidopsis thaliana] 

152463 

LIB3175-079-P1-K1-D7 

BLASTN 

g4455168 

128 

2.0e-65 

233 
95 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F10M10 



152464 

LIB3175-079-P1-K1-D8 

BLASTX 

g3236240 

244 

5.0e-21 

70 

64 

(AC004684) unknown protein [Arabidopsis thaliana] 
152465 

LIB3175-079-P1-K1-E1 

BLASTN 

g2062153 

390 

0.0e+00 

430 

98 

Arabidopsis thaliana chromosome III BAC T02O04 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

152466 

LIB3175-079-P1-K1-E11 

BLASTX 

g2160296 

397 

1.0e-38 



19581 



Match length 

% identity 

NCBI Description 



138 
52 

(D61395) 



gamma-VPE [Arabidopsis thaliana] 



Seq. No. 152467 

Seq. ID LIB3175-079-P1-K1-E12 

Method BLASTX 

NCBI GI gl531762 

BLAST score 195 

E value 6.0e-15 

Match length 51 

% identity 75 

NCBI Description (Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

Seq. No. 152468 

Seq. ID LIB3175-079-P1-K1-E2 

Method BLASTX 

NCBI GI g!705463 

BLAST score 534 

E value 1.0e-54 

Match length 117 

% identity 87 



NCBI Description BIOTIN SYNTHASE {BIOTIN SYNTHETASE) >gi_2129547_pir S71201 

biotin sythase - Arabidopsis thaliana >gi_1045316 (U24147) 
biotin sythase [Arabidopsis thaliana] >gi_1403662 (U31806) 
BI02 protein [Arabidopsis thaliana] >gi__1769457 (L34413) 
biotin synthase [Arabidopsis thaliana] >gi_2288983 
(AC002335) biotin synthase (Bio B) [Arabidopsis thaliana] 

>gi_1589016_prf 2209438A biotin synthase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152469 

LIB3175-079-P1-K1-E3 

BLASTX 

g3367516 

740 

8.0e-79 

141 

100 

(AC004392) Similar to beta-glucosidase BGQ60 precursor 
gb_L41869 from Hordeum vulgare. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152470 

LIB3175-079-P1-K1-E4 

BLASTX 

gl!70939 

320 

1.0e-29 

66 

89 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_10844 08_pir S46540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108_emb__CAA80867_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



19582 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152471 

LIB3175-079-P1-K1-E5 

BLASTN 

g4376087 

232 

1.0e-127 

398 
99 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152472 

LIB3175-079-P1-K1-E6 

BLASTN 

g4510360 

294 

1.0e-164 

423 

98 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152473 

LIB3175-079-P1-K1-E7 

BLASTX 

g2245055 

607 

3.0e-63 

141 

87 

(Z97342) resistance gene homolog (fragment) 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152474 

LIB3175-079-P1-K1-E8 

BLASTX 

g4049350 

610 

1.0e-63 

117 

99 

(AL034567) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152475 

LIB3175-079-P1-K1-F1 

BLASTX 

g4371284 

699 

5.0e-74 

141 

96 

(AC006260) putative plasma membrane intrinsic protein 2B 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



152476 

LIB3175-079-P1-K1-F10 



19583 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4510360 

234 

1.0e-129 

325 
98 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

152477 

LIB3175-079-P1-K1-F11 

BLASTX 

g2317913 

520 

4.0e-53 

102 

99 

(U89959) cathepsin B-like cysteine proteinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152478 

LIB3175-079-P1-K1-F12 

BLASTX 

g322552 

625 

2.0e-65 

126 

98 

nucleoside-diphosphate kinase (EC 2.7.4.6) - Arabidopsis 
thaliana (fragment) >gi__16396_emb_CAA4 9170_ (X69373) 
nucleoside diphosphate kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152479 

LIB3175-079-P1-K1-F3 

BLASTX 

gl363489 

687 

1.0e-72 

127 

99 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

152480 

LIB3175-079-P1-K1-F4 

BLASTX 

gl363489 

736 

2.0e-78 

139 

97 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 



Seq. No. 



152481 



19584 



Seq. ID 


LIB3175-079-P1-K1-F5 




Method 


BLASTX 




NCBI GI 


gl362009 




BLAST score 


547 




E value 


3.0e-56 




Match length 


134 




% identity 


43 




NCBI Description 


ubiquitin-like protein 7 - Arabidopsis 


Seq. No. 


152482 




Seq. ID 


LIB3175-079-P1-K1-F6 




Method 


BLASTX 




NCBI GI 


g3367590 




BLAST score 


599 




E value 


2.0e-62 




Match length 


1 ?d 




?r -i Hpnt" 1 t* V 


99 




NCBI Description 


(AL031135) putative protein 


[Arabidops 


Sea No. 


152483 




Seq. ID 


LIB3175-079-P1-K1-F7 




Method 


BLASTX 




NCBI GI 


g4583542 




BLAST score 


315 




E value 


4.0e-29 




Match length 


117 




% identitv 


63 


of oxygen- 


NPRT Dp 5; c riot ion 


(Y16847) 16 kDa polypeptide 




[Arabidopsis thaliana] 




Qprr No 


152484 




Seq. ID 


LIB3175-079-P1-K1-F8 




Method 


BLASTX 




NCBI GI 


gl336084 




BLAST score 


577 




E value 


1.0e-59 




Match length 


109 





% identity 

NCBI Description 



100 

(U56635) Arabidopsis thaliana glutamate dehydrogenase 2 
(GDH2) mRNA, complete cds. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152485 

LIB3175-079-P1-K1-F9 

BLASTX 

g2317913 

541 

2.0e-55 

106 

100 

(U89959) cathepsin B-like cysteine proteinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



152486 

LIB3175-079-P1-K1-G1 

BLASTN 

g3985933 

60 



19585 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-25 

429 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9E15, complete sequence [Arabidopsis thaliana] 

152487 

LIB3175-079-P1-K1-G11 

BLASTX 

gll3026 

596 

6.0e-62 

128 
8 9 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_4 47142__prf 1913424A 

isocitrate lyase [Brassica napus] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152488 

LIB3175-079-P1-K1-G12 

BLASTX 

g2435511 

310 

2.0e-28 

103 

56 

(AF024 504) contains similarity to prolyl 4-hydroxylase 
alpha subunit [Arabidopsis thaliana] 

152489 

LIB3175-079-P1-K1-G2 

BLASTX 

g266693 

545 

6.0e-56 

135 

82 

OLEOSIN >gi_282875_pir S22538 oleosin - Arabidopsis 

thaliana >gi_16405_emb_CAA44225_ (X62353) oleosin 
[Arabidopsis thaliana] >gi_4455257_emb_CAB36756 . 1_ 
(AL035523) oleosin, 18. 5K [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152490 

LIB3175-079-P1-K1-G3 

BLASTX 

g2654122 

380 

1.0e-36 

124 

65 

(AF034 694) ribosomal protein L23a [Arabidopsis thaliana] 



Seq. No. 



152491 



19586 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-079-P1-K1-G4 

BLASTN 

g3241925 

103 

5.0e-51 

185 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MOK9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152492 

LIB3175-079-P1-K1-G5 

BLASTN 

g4519194 

205 

l.Oe-111 

276 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MHM17 , complete sequence 



Seq. No. 


ioz4 


Seq. ID 


T T13*31 1 c. — f\l Q — Pi — Tfl 
LIdjI / O U / 7 rl J\l oo 




RT.ASTX 


NCBI GI 


gl350680 


BLAST score 


594 


E value 


1.0e-61 


Match length 


116 


% identity 


96 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


152494 


Seq. ID 


LIB3175-079-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl363489 


BLAST score 


46 


E value 


7.0e-69 


Match length 


131 


% identity 


98 


NCBI Description 


thioglucosidase (EC 3.2. 




thaliana >gi_984052__emb_ 




glucohydrolase [Arabidop 


Seq. No. 


152495 


Seq. ID 


LIB3175-079-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


g3249065 


BLAST score 


448 


E value 


8.0e-45 


Match length 


105 



3D precursor 
L592 (X89413) 



- Arabidopsis 
thioglucoside 



% identity 

NCBI Description 



90 

(AC004473) Similar to HAK1 gb_U22945 high affinity 
potassium transporter from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



152496 

LIB3175-079-P1-K1-H1 



19587 



(!) 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTN 

g4757414 

370 

0.0e+00 

410 

98 

Arabidopsis thaliana genomic DNA, 
MYF24, complete sequence 



chromosome 3, PI clone: 



152497 

LIB3175-079-P1-K1-H11 

BLASTN 

g 4544405 

312 

1.0e-175 

404 

99 

Arabidopsis thaliana chromosome II BAC F28I8 
sequence, complete sequence 



genomic 



152498 

LIB3175-079-P1-K1-H12 

BLASTX 

g!652057 

402 

4.0e-39 

145 

57 

(D90902) hypothetical protein [Synechocystis sp.] 
152499 

LIB3175-079-P1-K1-H4 

BLASTX 

g4741940 

561 

7.0e-58 

102 

66 

(AF134120) Lhca2 protein [Arabidopsis thaliana] 
152500 

LIB3175-079-P1-K1-H5 

BLASTX 

g!575752 

340 

3.0e-32 

77 

84 

(U70672) glutathione S-transf erase [Arabidopsis thaliana] 
152501 

LIB3175-079-P1-K1-H6 

BLASTX 

g669138 

382 

8.0e-37 
88 



19588 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



83 

(Z37395) rubisco large subunit [Hyssopus officinalis] 

>gi_1093913_prf 2104 4 90N RuBisCO: SUBUNIT=large [Hyssopus 

officinalis] 

152502 

LIB3175-079-P1-K1-H7 

BLASTX 

g345829 

176 

9.0e-13 

74 

51 

ubiquitin carrier protein E2 - human 
152503 

LIB3175-079-P1-K1-H8 

BLASTX 

g729470 

308 

2.0e-28 

74 

78 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 

(NAD-DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi_542089_pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_297798_emb_CAA7 9702_ 

(Z214 93) mitochondrial formate dehydrogenase precursor 

[Solanum tuberosum] 

152504 

LIB3175-079-P1-K1-H9 

BLASTX 

gl336084 

514 

2.0e-52 

98 

100 

(U56635) Arabidopsis thaliana glutamate dehydrogenase 2 
(GDH2) mRNA, complete cds . [Arabidopsis thaliana] 

152505 

LIB3175-080-P1-K1-A1 

BLASTX 

gl402914 

362 

6.0e-35 

74 

97 

(X98318) peroxidase [Arabidopsis thaliana] 
152506 

LIB3175-080-P1-K1-A10 

BLASTN 

g4337186 

233 

1.0e-128 



19589 



Match length 

% identity 

NCBI Description 



342 
97 

Arabidopsis thaliana chromosome II BAC T28I24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


152507 


Seq. ID 


LIB3175-080-P1-K1-A11 


Mpthod 


BLASTX 


NCBI GI 


g4678951 


BLAST score 


98 


K valnp 


1 . 0e-09 


Match length 


37 


% identity 


100 


NCBI Description 


(AL049711) putative prote 


Seq. No. 


152508 


Seq. ID 


LIB3175-080-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


gll75012 


BLAST score 


507 


E value 


1.0e-51 


Match length 


110 


% identity 


91 


NCBI Description 


PLASMA MEMBRANE INTRINSIC 




B) (TMP-B) >gi 396218 emb 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

■Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



OTEIN 1C (TRANSMEMBRANE PROTEIN 
_ A4 9155_ (X69294) transmembrane 

protein TMP-B lArabidopsis thaliana] 

152509 

LIB3175-080-P1-K1-A3 

BLASTX 

g2623962 

495 

4.0e-50 

102 

92 

(Y12540) isocitrate dehydrogenase (NADP+) [Apium 
graveolens] 

152510 

LIB3175-080-P1-K1-A4 

BLASTN 

g2342673 

258 

1.0e-143 

318 

95 

Sequence of BAC F7G19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

152511 

LIB3175-080-P1-K1-A5 

BLASTN 

g2494110 

331 

0.0e+00 

346 

99 



19590 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Sequence of BAC T1G11 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

152512 

LIB3175-080-P1-K1-A6 

BLASTX 

gl33872 

531 

2.0e-54 

116 

92 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CS1) 

>gi_282838_pir S26494 ribosomal protein SI, chloroplast - 

spinach >gi_322404_pir A44121 small subunit ribosomal 

protein CS1, CS-S2 - spinach >gi_18060_emb_CAA46927__ 
(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 

152513 

LIB3175-080-P1-K1-A7 

BLASTX 

gll2681 

299 

2.0e-27 

83 

72 

12S SEED STORAGE PROTEIN PRECURSOR >gi_81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808 936_emb_CAA324 93_ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

152514 

LIB3175-080-P1-K1-A8 

BLASTN 

g2924768 

92 

2.0e-44 

198 

90 

Arabidopsis thaliana chromosome II BAC F25I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



152515 

LIB3175-080-P1-K1-A9 

BLASTN 

g2828182 

212 

1.0e-116 

293 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MOJ9, complete sequence [Arabidopsis thaliana] 

152516 

LIB3175-080-P1-K1-B1 



PI clone: 



19591 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl!74162 

386 

8.0e-38 

71 
96 

(U44976) ubiquit in-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquit in-con jugating-like enzyme [Arabidopsis thaliana] 



Sea No. 


152517 


Seq. ID 


LIB3175-080-P1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4586265 


BLAST score 


409 


E value 


4.0e-40 


Match lenath 


115 


S: -I Hont- T_t* v 


72 


MPRT Dp^rri nti on 


(AL049640) putative protein [Arabidops 




152518 


q^rr to 


LIB3175-080-P1-K1-B3 


Method 


BLASTN 


NCBI GI 


g4538972 


BLAST score 


201 


E value 


1.0e-109 


Match length 


303 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, 




(ESSA project) 


Seq. No. 


152519 


Seq. ID 


LIB3175-080-P1-K1-B4 


Method 


BLASTX 


NCBI GI 


gll69278 


BLAST score 


187 


E value 


3.0e-14 



F28M11 



Match length 

% identity 

NCBI Description 



45 
84 

DEHYDRIN ERD14 >gi_556474_dbj_BAA04569_ 
protein [Arabidopsis thaliana] 



(D17715) ERD14 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152520 

LIB3175-080-P1-K1-B5 

BLASTN 

g4512690 

145 

4.0e-76 

173 

96 

Arabidopsis thaliana chromosome II BAC F11A3 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



152521 

LIB3175-080-P1-K1-B6 

BLASTN 

g2656024 



19592 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178 

1.0e-95 

309 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K15E6 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152522 

LIB3175-080-P1-K1-B7 

BLASTN 

g3406034 

115 

2.0e-58 

130 

98 

BAC F18A17 from chromosome V containing TINY at 60.5 cM, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152523 

LIB3175-080-P1-K1-B9 

BLASTN 

g4589418 

272 

1.0e-151 

300 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21G20, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152524 

LIB3175-080-P1-K1-C1 
BLASTX 
gl076440 
351 

2.0e-33 
83 
82 

acyl-CoA binding protein 
acyl-CoA binding protein _ 
(X77134) acyl-CoA binding protein [Brassica napus] 



rape >gi_1076441_pir S4 9102 

rape >gi_509265_emb_CAA54390_ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152525 

LIB3175-080-P1-K1-C10 

BLASTX 

g4185505 

450 

8.0e-45 

115 

76 

(AF101038) nonspecific lipid-transf er protein precursor 
[Brassica napus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



152526 

LIB3175-080-P1-K1-C11 

BLASTN 

gl402915 

187 



19593 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-101 

311 
91 

A.thaliana mRNA for peroxidase, prxr7 
152527 

LIB3175-080-P1-K1-C12 

BLASTX 

g4158221 

536 

6.0e-55 

129 

75 

(Y18624) reversibly glycosylated polypeptide [Oryza sativa] 
152528 

LIB3175-080-P1-K1-C2 

BLASTX 

g4586265 

257 

2.0e-22 

62 

76 

(AL049640) putative protein [Arabidopsis thaliana] 
152529 

LIB3175-080-P1-K1-C3 

BLASTN 

g4587641 

230 

1.0e-126 

331 

97 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 



Seq. No. 


152530 


Seq. ID 


LIB3175-080-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g4586799 


BLAST score 


420 


E value 


2.0e-41 


Match length 


106 


% identity 


77 


NCBI Description 


(AB015221) NtRbl [Ni 


Seq. No. 


152531 


Seq. ID 


LIB3175-080-P1-K1-C6 


Method 


BLASTN 


NCBI GI 


g4512690 


BLAST score 


262 


E value 


1.0e-145 


Match length 


345 


% identity 


94 


NCBI Description 


Arabidopsis thaliana 



sequence, complete sequence 



19594 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152532 

LIB3175-080-P1-K1-C7 

BLASTX 

gl708313 

461 

2.0e-47 

106 
98 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi_999396_bbs_163637 
(S77849) heat-shock Protein==HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 



Seq. No. 


152533 


Seq. ID 


LIB3175-080-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl769905 


BLAST score 


276 


J_i V ux LLC 


1.0e-24 


Match length 


95 


% t Hpnf "i i* V 


59 


MPRT Dp^pr i nt" i on 

LN \rf XJ J. I—** O x. -J, L> -L. W 1 i 


(X98108) 23 kDa polypeptide of 




[Arabidopsis thaliana] 


O C\J . IN \J ■ 


152534 


Seq. ID 


LIB3175-080-P1-K1-C9 


Method 


BLASTX 




g2760347 




530 


Ej v aX U.t3 


3 Oe-54 


Match lencrth 


HI 


o x^icui-xuy 


17 


NPRT Dp^rri nt* "i on 


(U84968) ubiquitin [Arabidopsi 


Seq. No. 


152535 


Seq. ID 


LIB3175-080-P1-K1-D10 


Method 


BLASTN 


NCBI GI 


g533708 


BLAST score 


341 


E value 


0.0e+00 


Match length 


376 


% identity 


99 


NCBI Description 


Arabidopsis thaliana Columbia 




(APETALA2) mRNA, complete cds 


Seq. No. 


152536 


Seq. ID 


LIB3175-080-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g421826 


BLAST score 


541 


E value 


1.0e-55 


Match length 


126 



(OEC) 



APETALA2 protein 



% identity 

NCBI Description 



chlorophyll a/b-binding protein CP29 - Arabidopsis thaliana 
>gi_298036_emb_CAA50712_ (X71878) CP29 [Arabidopsis 
thaliana] 



19595 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152537 

LIB3175-080-P1-K1-D12 

BLASTX 

gl871185 

170 

5.0e-12 

46 
76 

(U90439) seven in absentia isolog [Arabidopsis thaliana] 
152538 

LIB3175-080-P1-K1-D3 

BLASTX 

gl32166 

136 

1.0e-08 

35 
86 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR {RUBISCO ACTIVASE) >gi_81660_pir S04048 

ribulose-bisphosphate carboxylase activase precursor - 
Arabidopsis thaliana >gi_16471_emb_CAA32429_ (X14212) 
rubisco activase (AA 1 - 473) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152539 

LIB3175-080-P1-K1-D5 

BLASTN 

g4757417 

203 

1.0e-110 

281 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
T30G6, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152540 

LIB3175-080-P1-K1-D6 

BLASTX 

gl402904 

518 

6.0e-53 

107 

93 

(X98313) peroxidase [Arabidopsis thaliana] 
152541 

LIB3175-080-P1-K1-D8 

BLASTX 

g4056467 

570 

6.0e-59 

108 

100 

(AC005990) Strong similarity to gb_AB006693 spermidine 
synthase from Arabidopsis thaliana. ESTs gb_AA389822, 
gb_T41794, gb_N38455, gb_AI100106, gb__F14442 and gb_F14256 
come from this gene. [Arabidopsis thaliana] 



19596 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152542 

LIB3175-080-P1-K1-D9 

BLASTX 

gll69598 

328 

1.0e-30 

73 
84 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 



Sea No 


152543 


Seq. ID 


LIB3175-080-P1-K1-E10 


Method 


BLASTX 


NCRT GT 


a3080437 


DixflO X Ol/UlC 


639 


Hi VdlUC 


4 . Oe-67 


M^ir'h 1 print hi 


126 




97 




(AL022 605} Dutative protein 


Seq. No. 


152544 


Seq. ID 


LIB3175-080-P1-K1-E12 


Method 


BLASTN 


NCBI GI 


gl946354 


BLAST score 


203 


E value 


1.0e-110 


Match length 


227 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromos 




sequence, complete sequence 


Seq. No. 


152545 


Seq. ID 


LIB3175-080-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


gll69009 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


84 



% identity 

NCBI Description 



49 

CAFFEIC ACID 3-O-METHYLTRANS FERASE 
(S-ADENOSYSL-L-METHIONINE: CAFFEIC ACID 

3-O-METHYLTRANS FERASE ) ( COMT ) >gi_5 4200 9_pir S 40146 

catechol O-methyl transferase (EC 2.1.1.6) - cider tree 
>gi_437777_emb_CAA52814__ (X74814) O-Methyltransf erase 
[Eucalyptus gunnii] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



152546 

LIB3175-080-P1-K1-E4 

BLASTX 

gl345592 

538 

3.0e-55 

109 

99 



19597 



NCBI Description 14-3-3-LIKE PROTEIN GF14 EPSILON >gi_1022778 (U36446) GF14 
epsilon isoform [Arabidopsis thaliana] 



Seq. No. 


152547 


Seq. ID 


LIB3175-080-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4049348 


BLAST score 


413 


E value 


1.0e-40 


Match length 


82 


% identity 


99 


NCBI Description 


(AL034567) putative protein 


Seq. No. 


152548 


Seq. ID 


LIB3175-080-P1-K1-E6 


Method 


BLASTN 


NCBI GI 


g3420043 


BLAST score 


293 


E value 


1.0e-164 


Match length 


332 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromos 




sequence, complete sequence 


Seq. No. 


152549 


Seq. ID 


LIB3175-080-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g2088654 


BLAST score 


444 


E value 


3.0e-44 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 
88 

(AF002109) 60S acidic ribosomal protein P0 isolog 
[Arabidopsis thaliana] 

152550 

LIB3175-080-P1-K1-E9 

BLASTN 

g3738275 

251 

1.0e-139 

408 

99 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

152551 

LIB3175-080-P1-K1-F10 

BLASTN 

g2924733 

234 

1.0e-129 

297 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 



19598 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152552 

LIB3175-080-P1-K1-F11 

BLASTX 

g3372230 

536 

5.0e-55 

110 

93 

(AF017074) RNA polymerase I, II and III 16.5 kDa subunit 
[Arabidopsis thaliana] >gi_4585968_gb_AAD25604 . 1_AC005287_6 
(AC005287) RNA polymerase I, II and III 16.5 kDa subunit 
[Arabidopsis thaliana] 

152553 

LIB3175-080-P1-K1-F12 

BLASTX 

g4206206 

425 

5.0e-42 

98 

89 

(AF071527) putative M-type thioredoxin [Arabidopsis 
thaliana] >gi_4263039_gb_AAD15308_ (AC005142) putative 
M-type thioredoxin [Arabidopsis thaliana] 

152554 

LIB3175-080-P1-K1-F2 

BLASTN 

g4512690 

106 

2.0e-52 

171 

94 

Arabidopsis thaliana chromosome II BAC F11A3 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152555 

LIB3175-080-P1-K1-F3 

BLASTX 

g3043415 

619 

1.0e-64 

123 
98 

(Y17053) At-hsc70-3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152556 

LIB3175-080-P1-K1-F4 

BLASTX 

g4191778 

521 

3.0e-53 

104 

99 

(AC005917) putative nucleosome assembly protein I 
[Arabidopsis thaliana] 



19599 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152557 

LIB3175-080-P1-K1-F5 

BLASTX 

g4314378 

188 

3.0e-14 

100 
43 

(AC006232) putative lipase [Arabidopsis thaliana] 
152558 

LIB3175-080-P1-K1-F6 

BLASTN 

gl2540 

64 

2.0e-27 

134 

93 

Chloroplast Sinapis alba tRNA-Ser gene and psbl gene for I 
polypeptide of photosystem II 

152559 

LIB3175-080-P1-K1-F7 

BLASTX 

g729102 

573 

2.0e-59 

113 

100 

CHALCONE— FLAVONONE ISOMERASE >gi_320138_pir JQ1687 

chalcone isomerase (EC 5.5.1.6) - Arabidopsis thaliana 
>gi_166660_gb_AAA32766.1_ (M86358) chalcone isomerase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152560 

LIB3175-080-P1-K1-F9 

BLASTN 

gl209241 

325 

0.0e+00 

364 

98 

Arabidopsis thaliana metallothionein mRNA sequence 
152561 

LIB3175-080-P1-K1-G11 

BLASTN 

g2707927 

227 

1.0e-125 
254 

97 " 

A. thaliana mRNA for outward rectifying potassium channel 
KCOl 



Seq. No. 
Seq. ID 



152562 

LIB3175-080-P1-K1-G12 



19600 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



BLASTX 

gl703219 

298 

3.0e-27 

95 

60 

AIG1 PROTEIN >gi_1127804 
thaliana] 



(U40856) AIG1 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152563 

LIB3175-080-P1-K1-G4 

BLASTX 

gl703227 

188 

2.0e-14 

50 

70 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC — PYRUVIC 
TRANSAMINASE 2) ( GLUTAMIC — ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_629770_pir S42535 alanine transaminase (EC 

2.6.1.2) - barley >gi_469148_emb_CAA81231_ (Z26322) alanine 
aminotransferase [Hordeum vulgare] 

152564 

LIB3175-080-P1-K1-G7 

BLASTX 

g267073 

538 

3.0e-55 

100 

99 

TUBULIN BETA- 2 /BETA- 3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

152565 

LIB3175-080-P1-K1-G8 

BLASTX 

g2804280 

621 

6.0e-65 

121 

98 

(AB003687) 6-4 photolyase [Arabidopsis thaliana] 
>gi_3929918_dbj_BAA34711_ (AB017331) 6-4 photolyase 
[Arabidopsis thaliana] 

152566 

LIB3175-080-P1-K1-G9 

BLASTX 

g2832359 

373 

7.0e-36 

90 

83 

(Y14072) HMG protein [Arabidopsis thaliana] 



19601 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152567 

LIB3175-080-P1-K1-H10 

BLASTX 

g!076678 

297 

2.0e-27 

62 

95 

ubiquitin / ribosomal protein S27a 



- potato (fragment) 



152568 

LIB3175-080-P1-K1-H12 

BLASTX 

g544424 

269 

9.0e-33 

78 

87 

GLYCINE-RICH RNA-BINDING PROTEIN 7 >gi_419755_pir S30147 

glycine-rich protein (clone AtGRP7) - Arabidopsis thaliana 
>gi_16301_emb_CAA78711_ (214 987) glycine rich protein 
[Arabidopsis thaliana] >gi_166837 (L00648) RNA-binding 
protein [Arabidopsis thaliana] 

>gi_4567224_gb_AAD23639.1_AC007119_5 (AC007119) 
glycine-rich RNA binding protein 7 [Arabidopsis thaliana] 

152569 

LIB3175-080-P1-K1-H5 

BLASTN 

g4678315 

123 

8.0e-63 

249 

98 

Arabidopsis thaliana DNA chromosome 3, BAC clone T17F15 
(ESSA project) 

152570 

LIB3175-080-P1-K1-H6 

BLASTX 

g488571 

395 

1.0e-38 

91 

89 

(U09462) histone H3.2 [Medicago sativa] 
152571 

LIB3175-080-P1-K1-H7 

BLASTX 

g2654122 

572 

4.0e-59 

130 

88 

(AF034694) ribosomal protein L23a [Arabidopsis thaliana] 



19602 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



152572 

LIB3175-080-P1-K1-H8 

BLASTX 

g4220446 

417 

4.0e-41 

109 
85 

(AC006216) Strong similarity to gi_2062155 T02O04.2 
mitochondrial processing peptidase alpha subunit precusor 
isolog from Arabidopsis thaliana BAC gb_AC001645. ESTs 
gb_Z18504 and gb_AA395715 come from this gene. [Arabidopsis 
thaliana] 

152573 

LIB3175-080-P1-K1-H9 

BLASTX 

gll8926 

165 

1.0e-ll 

70 

53 

DESS I CAT I ON- RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi__167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi__227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 

152574 

LIB3175-081-P1-K1-A1 

BLASTN 

gl865678 

245 

1.0e-135 

346 

98 

A. thaliana ATB2 gene 
152575 

LIB3175-081-P1-K1-A10 

BLASTX 

g3688175 

538 

4.0e-55 

122 

84 

(AL031804) gamma-VPE (vacuolar processing enzyme) 
[Arabidopsis thaliana] 

152576 

LIB3175-081-P1-K1-A11 

BLASTN 

g2828183 

94 

2.0e-45 



19603 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



386 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPL12, complete sequence [Arabidopsis thaliana] 

152577 

LIB3175-081-P1-K1-A12 

BLASTX 

gll70621 

289 

3.0e-26 

64 

88 

KINESIN-LIKE PROTEIN C >gi_1084342_pir S48020 

kinesin-related protein katC - Arabidopsis thaliana 
>gi_1438844_dbj__BAA04674_ (D21138) heavy chain polypeptide 
of kinesin-like protein [Arabidopsis thaliana] 

152578 

LIB3175-081-P1-K1-A2 

BLASTX 

g625977 

601 

2.0e-62 

118 
99 

p40 protein homolog - Arabidopsis thaliana >gi_402904 
(U01955) laminin receptor-like protein [Arabidopsis 
thaliana] 

152579 

LIB3175-081-P1-K1-A3 

BLASTN 

g4757410 

66 

4.0e-29 

118 

89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVE11, complete sequence 

152580 

LIB3175-081-P1-K1-A5 

BLASTX 

g3193289 

603 

9.0e-63 

142 

85 

(AF069298) similar to several small proteins (-100 aa) that 
are induced by heat, auxin, ethylene and wounding such as 
Phaseolus aureus indole-3-acetic acid induced protein ARG 
(SW: 32292) [Arabidopsis thaliana] 

152581 

LIB3175-081-P1-K1-A6 
BLASTX 



19604 



CI 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



g3063449 
85 

3.0e-$§ ^ 

119 

88 

(AC003981) 



F22013.ll [Arabidopsis thaliana] 



152582 

LIB3175-081-P1-K1-A7 

BLASTN 

g2494110 

380 

0. 0e+00 
403 

94 

Sequence of BAG T1G11 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

152583 

LIB3175-081-P1-K1-A8 

BLASTN 

g2815404 

415 

0.0e+00 

423 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMG4, complete sequence [Arabidopsis thaliana] 

152584 

LIB3175-081-P1-K1-A9 

BLASTX 

gl27045 

725 

4.0e-77 

138 

99 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOS YLT RANS FERAS E 2) (ADOMET SYNTHETASE 2) 

>gi_99756_pir JQ0410 methionine adenosyltransf erase (EC 

2.5.1.6) 2 - Arabidopsis thaliana >gi_166874 (M33217) 
S-adenosylmethionine synthetase (sam-2) [Arabidopsis 
thaliana] >gi_4558554_gb_AAD22647 . 1_AC007138_11 (AC007138) 
S-adenosylmethionine synthase 2 [Arabidopsis thaliana] 

152585 

LIB3175-081-P1-K1-B10 

BLASTX 

g4262174 

704 

1.0e-74 

132 

99 

(AC005508) 9058 [Arabidopsis thaliana] 
152586 

LIB3175-081-P1-K1-B11 



19605 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

gll3782 

486 

4.0e-49 

109 

89 

BETA- AMYLASE { 1, 4-ALPHA-D-GLUCAN MALTOHYDROLASE) 

>gi_486824_pir S36094 beta-amylase (EC 3.2.1.2) - 

Arabidopsis thaliana >gi_166602 (M734 67) beta-amylase 

[Arabidopsis thaliana] >gi_228 699_prf 1808329A beta 

amylase [Arabidopsis thaliana] 

152587 

LIB3175-081-P1-K1-B12 

BLASTX 

g2493144 

420 

2.0e-41 

118 

52 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi_2118221_pir S60132 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H-t~pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 

152588 

LIB3175-081-P1-K1-B3 

BLASTN 

g4733953 

101 

1.0e-49 

257 

89 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

152589 

LIB3175-081-P1-K1-B4 

BLASTX 

g3096908 

269 

1.0e-23 

133 

48 

(AJ005811) cytidine deaminase [Arabidopsis thaliana] 
>gi_3818576 (AF080676) cytidine deaminase 2 [Arabidopsis 
thaliana] 

152590 

LIB3175-081-P1-K1-B5 

BLASTN 

g4262221 

373 

0.0e+00 
405 



19606 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



98 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, . complete sequence [Arabidopsis thaliana} 

152591 

LIB3175-081-P1-K1-B6 

BLASTX 

g4206206 

517 

1.0e-52 

112 

90 

(AF071527) putative M-type thioredoxin [Arabidopsis 
thaliana] >gi_4263039_gb_AAD15308_ (AC005142) putative 
M-type thioredoxin [Arabidopsis thaliana] 

152592 

LIB3175-081-P1-K1-B7 

BLASTX 

g3738259 

460 

5.0e-46 

109 

83 

(AB018411) 
nigra] 



cytosolic phosphoglycerate kinase 1 [Populus 



152593 

LIB3175-081-P1-K1-B8 

BLASTX 

g3819699 

560 

1.0e-57 

140 

83 

(AJ009609) BnMAP4K alpha2 [Brassica napus] 
152594 

LIB3175-081-P1-K1-B9 

BLASTX 

g3184283 

585 

2.0e-60 

132 

92 

(AC004136) putative TBP-binding protein [Arabidopsis 
thaliana] 

152595 

LIB3175-081-P1-K1-C1 

BLASTX 

g902584 

46 

8.0e-50 

119 

13 

(U29159) polyubiquitin containing 7 ubiquitin monomers [Zea 



19607 



mays] 



Seq. No. 


152596 


Seq. ID 


LIB3175-081 


Method 


BLASTX 


NCBI GI 


g2781394 


BLAST score 


616 


E value 


3.0e-64 


Match length 


125 


% identity 


100 


NCBI Description 


(U70424) 0- 


Seq. No. 


152597 


Seq. ID 


LIB3175-081 


Method 


BLASTN 


NCBI GI 


g4006885 


BLAST score 


335 


E value 


0.0e+00 


Match length 


410 


% identity 


100 


NCBI Description 


Arabidopsis 




fragment No 


Seq. No. 


152598 


Seq. ID 


LIB3175-081 


Method 


BLASTX 


NCBI GI 


g4586265 


BLAST score 


548 


E value 


2 . Oe-56 


Match length 


140 


% identity 


76 


NCBI Description 


(AL049640) ] 


Seq. No. 


152599 


Seq. ID 


LIB3175-081 


Method 


BLASTX 


NCBI GI 


gl531762 


BLAST score 


195 


E value 


6.0e-15 


Match length 


51 


% identity 


75 


NCBI Description 


(Y07765) S- 




thaliana] 


Seq. No. 


152600 


Seq. ID 


LIB3175-081- 


Method 


BLASTX 


NCBI GI 


g4585935 


BLAST score 


594 


E value 


9.0e-62 


Match length 


111 


% identity 


99 



1 [Arabidopsis thaliana] 



ESSA I AP2 contig 



-C2 



NCBI Description 



(AC007211) putative chlorophyll A/B binding protein 
[Arabidopsis thaliana] >gi_474194 6_gb_AAD28770 . 1_AF134123_1 
(AF134123) Lhcb2 protein [Arabidopsis thaliana] 



Seq. No. 



152601 



19608 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3175-081-P1-K1-C4 

BLASTX 

gll68748 

642 

2.0e-67 

126 

62 

CALMODULIN-4 >gi_479693_pir S35185 calmodulin 4 - 

Arabidopsis thaliana >gi_16223_emb_CAA78057_ (Z12022) 
calmodulin [Arabidopsis thaliana] 

152602 

LIB3175-081-P1-K1-C6 

BLAST N 

g2914688 

90 

5.0e-43 

290 

94 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

152603 

LIB3175-081-P1-K1-C7 

BLASTN 

g3063690 

404 

0.0e+00 

412 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4D11 
(ESSAII project) 

152604 

LIB3175-081-P1-K1-C8 

BLASTX 

g3168840 

374 

6.0e-36 

119 

66 

(D88711) copper homeostasis factor [Arabidopsis thaliana] 
152605 

LIB3175-081-P1-K1-C9 

BLASTN 

g2182287 

365 

0.0e+00 

365 

100 

Genomic sequence for Arabidopsis thaliana BAC T7N9, 
complete sequence [Arabidopsis thaliana] 

152606 

LIB3175-081-P1-K1-D1 
BLASTX 



19609 



NCBI GI 


g2497753 


BLAST score 


263 


E value 


6.0e-23 


Match length 


r\ r- 

95 


% identity 


49 


NCBI Description 


NONSPECIFIC LIPID-TRANSFER PROTEIN 3 PRECURSOR (LTP 3) 
>gi_1321915_emb_CAA65477_ (X96716) lipid transfer protein 
[Prunus dulcis] 


Seq* No. 


152607 


Seq. ID 


LIB3175-081-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl!4085 


BLAST score 


569 


E value 


8.0e-59 


Match length 


1 1 A 

114 


% identity 


99 


NCBI Description 


RAS-RELATED PROTEIN ARA-1 >gi 81597 pir JS0163 Ara protein 
- Arabidopsis thaliana >gi 538283 (M25471) ras-related 
protein [Arabidopsis thaliana] 


Seq. No. 


152608 


Seq. ID 


LIB3175-081-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2654122 


B-LAbi score 


4 95 


E value 


4.0e-50 


Match length 


130 


% identity 


77 


NCBI Description 


(AF034694) ribosomal protein L23a [Arabidopsis thaliana] 


Seq. No. 


152609 


Seq. ID 


LIB3175-081-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4469022 


BLAST score 


674 


E value 


4.0e-71 


Match length 


131 


% identity 


99 


NCBI Description 


(AL035602) cytochrome P450-like protein [Arabidopsis 
thaliana] 


Seq. No. 


152610 


Seq. ID 


LIB3175-081-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3785990 


BLAST score 


395 


E value 


2.0e-38 


Match length 


109 


% identity 


79 


NCBI Description 


(AC005560) hypothetical protein [Arabidopsis thaliana] 
>gi 4220487 (AC006069) hypothetical protein [Arabidopsis 
thaliana] 


Seq. No. 


152611 


Seq. ID 


LIB3175-081-P1-K1-D3 


Method 


BLASTX 



19610 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2129577 
472 

2.0e-47 

100 

90 

DnaJ homolog protein - Arabidopsis thaliana >gi_727357 
(U22340) DnaJ homolog [Arabidopsis thaliana] 

152612 

LIB3175-081-P1-K1-D5 

BLASTN 

g2098816 

247 

1.0e-136 

335 
93 

Arabidopsis thaliana BAC F19G10, complete sequence 
152613 

LIB3175-081-P1-K1-D6 

BLASTN 

g4756963 

54 

5.0e-22 

120 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 



Seq. No. 


152614 


Seq. ID 


LIB3175-081-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4261517 


BLAST score 


176 


E value 


7.0e-13 


Match length 


73 


% identity 


56 


NCBI Description 


(AF117334) cysteine proteinase inhibitor [Ipomoea 


Seq. No. 


152615 


Seq. ID 


LIB3175-081-P1-K1-D9 


Method 


BLASTN 


NCBI GI 


g4584387 


BLAST score 


365 


E value 


0.0e+00 


Match length 


381 


% identity 


99 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone 




{ESSA project) 


Seq. No. 


152616 


Seq. ID 


LIB3175-081-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3540208 


BLAST score 


725 


E value 


4.0e-77 


Match length 


139 



F7J7 



19611 



% identity 


98 


NCBI Description 


(AC004260) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


152617 


Seq. ID 


LIB3175-081-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


gl617274 


BLAST score 


641 


E value 


3.0e-67 


Match length 


135 


% identity 


84 


NCBI Description 


(Z72152) AMP-binding protein [Brassica napus] 


Seq. No, 


152618 


Seq. ID 


LIB3175-081-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl769895 


BLAST score 


473 


E value 


1.0e-47 


Match length 


89 


% identity 


100 


NCBI Description 


(X96598) CaLB protein [Arabidopsis thaliana] 


Seq. No. 


152619 


Seq. ID 


LIB3175-081-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


gll2741 


BLAST score 


683 


E value 


3.0e-72 


Match length 


129 


% identity 


98 


NCBI Description 


2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 



PROTEIN) >gi_68855_pir_NWMU3 2S albumin 3 precursor - 
Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA80868_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4490712_emb_CAB38846.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152620 

LIB3175-081-P1-K1-E3 

BLASTX 

gll4335 

486 

5.0e-49 

118 

80 

PLASMA MEMBRANE ATPASE 2 (PROTON PUMP) 

>gi_67973_pir_PXMUP2 H+-transporting ATPase (EC 3.6.1.35) 
type 2, plasma membrane - Arabidopsis thaliana >gi_166629 
(J05570) H+ -ATPase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



152621 

LIB3175-081-P1-K1-E4 

BLASTX 

g3915847 

546 



19612 



E value 


5 . Oe-56 


Match length 


119 


% identity 


96 


NCBI Description 


40S RIBOSOMAL PROTEIN S2 >gi 2335095 (AC002339) putative 




4 OS ribosomal protein S2 [Arabidopsis thaliana] 


Seq, No. 


152622 


Seq. ID 


LIB3175-081-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


gl388084 


BLAST score 


610 


E value 


1.0e-63 


Match length 


118 


% identity 


100 


NCBI Description 


(U35829) thioredoxin h [Arabidopsis thaliana] 


Seq. No. 


152623 


Seq. ID 


LIB3175-081-P1-K1-E6 


Method 


BLASTN 


NCBI GI 


g510490 


BLAST score 


158 


E value 


1.0e-83 


Match length 


170 


% identity 


98 


NCBI Description 


A. thaliana Apxlb gene 


Seq. No. 


152624 


Seq. ID 


LIB3175-081-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2829911 


BLAST score 


188 


E value 


4.0e-14 


Match length 


134 


% identity 


9 


NCBI Description 


(AC002291) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


152625 


Seq. ID 


LIB3175-081-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4585882 


BLAST score 


436 


E value 


3 . 0e-43 


Match length 


83 


% identity 


100 


NCBI Description 


(AC005850) PSI tvoe III chloroDhvll a/b-bindina nrotein 




[Arabidopsis thaliana] 


Seq. No. 


152626 


Seq. ID 


LIB3175-081-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl00525 ^ 


BLAST score 


496 


E value 


2.0e-50 


Match length 


105 


% identity 


22 


NCBI Description 


ubiquitin precursor UbB2 - common sunflower (fragment) 




>gi_18803_emb_CAA4 0323_ (X57003) polyubiquitin protein 



19613 



[Helianthus annuus] 



Seq. No. 


152627 


Seq. ID 


LIB3175-081-P1-K1-F10 


Method 


BLASTN 


NCBI GI 


g3559806 


BLAST score 


407 


E value 


0.0e+00 


Match length 


411 


% identity 


100 


NCBI Description 


Arabidopsis thaliana mRNA for nuclear protein HCF136 


Seq. No. 


152628 


Seq. ID 


LIB3175-081-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2511574 


BLAST score 


r r r 

555 


E value 


4.0e-57 


Match length 


112 


% identity 


100 


NCBI Description 


(Y13176) mult icataly tic endopeptidase [Arabidopsis 




thaliana] >gi 3421075 (AF043520) 20S proteasome subunit 




PAB1 [Arabidopsis thaliana] 


Seq. No. 


152629 


Seq. ID 


LIB3175-081-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4586263 


BLAST score 


667 


E value 


3.0e-70 


Match length 


131 


% identity 


96 


NCBI Description 


(AL049640) putative protein [Arabidopsis thalianal 


Seq. No. 


152630 


Seq. ID 


LIB3175-081-P1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl771160 


BLAST score 


384 


E value 


4.0e-37 


Match length 


136 


% identity 


54 


NCBI Description 


(X98929) SBT1 [Lycopersicon esculentum] 




>gi 3687305 emb CAA06999 (AJ006378) subtilisin-like 




protease [Lycopersicon esculentum] 


Seq. No. 


152631 


Seq. ID 


LIB3175-081-P1-K1-F5 


Method 


BLASTX 


NCBI GI 


g2244910 


BLAST score 


290 


E value 


4.0e-26 


Match length 


133 


% identity 


56 


NCBI Description 


(Z97339) unnamed protein product [Arabidopsis thaliana] 



Seq. No, 



152632 



19614 



© 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



LIB3175-081-P1-K1-F7 

BLASTX 

g2495365 

212 

6.0e-17 

98 
97 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_44 5127_prf_ 
heat shock protein HSP81-2 [Arabidopsis thaliana] 



1908431B 



152633 

LIB3175-081-P1-K1-F8 

BLASTX 

gl432083 

532 

2.0e-54 

120 

88 

(U60981) homolog to Skplp, an evolutionarily conserved 
kinetochore protein in budding yeast [Arabidopsis thaliana] 
>gi_3068807 (AF059294) Skpl homolog [Arabidopsis thaliana] 
>gi_3719209 (U97020) UIP1 [Arabidopsis thaliana] 

152634 

LIB3175-081-P1-K1-F9 

BLASTN 

gll07500 

190 

1.0e-103 

222 
96 

A. thaliana mRNA for unknown protein (clone YAP037) 
152635 

LIB3175-081-P1-K1-G1 

BLASTX 

g3882081 

506 

2.0e-51 

103 
36 

(AJ012552) polyubiquitin [Vicia faba] 
152636 

LIB3175-081-P1-K1-G11 

BLASTX 

g4218120 

637 

9.0e-67 

126 

99 

(AL035353) 
thaliana] 



Proline-rich APG-like protein [Arabidopsis 



152637 

LIB3175- 

BLASTX 



■081-P1-K1-G12 



19615 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



g3451065 
565 

2.0e-58 

121 

91 

(AL031326) 
thaliana] 



water channel - like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



152638 

LIB3175-081-P1-K1-G3 

BLASTX 

gl486472 

614 

4.0e-64 

140 

86 

(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] 

152639 

LIB3175-081-P1-K1-G4 

BLASTX 

g3193297 

555 

4.0e-57 

130 

80 

(AF069298) similar to epoxide hydrolases [Arabidopsis 
thaliana] 

152640 

LIB3175-081-P1-K1-G5 

BLASTX 

g!531762 

195 

6.0e-15 

51 

75 

(Y077 65) S-adenosylmethionine decarboxylase [Arabidopsis 
thaliana] 

152641 

LIB3175-081-P1-K1-G6 

BLASTN 

g3046854 

128 

1.0e-65 

402 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRG7, complete sequence [Arabidopsis thaliana] 

152642 

LIB3175-081-P1-K1-G7 

BLASTX 

g927575 

356 
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CI 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



8.0e-34 

82 
74 

(U12926) alpha galactosidase [Glycine max] 
152643 

LIB3175-081-P1-K1-G8 

BLASTN 

g2564051 

300 

1.0e-168 

423 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD9, complete sequence [Arabidopsis thaliana] 



PI clone: 



152644 

LIB3175-081-P1-K1-G9 

BLASTX 

g4725950 

82 

3.0e-20 

100 

64 

(AL04 9730) putative Phospholipase D [Arabidopsis thaliana] 
>gi_4725951_emb_CAB41722.1_ (AL049730) putative 
proline-rich protein [Arabidopsis thaliana] 

152645 

LIB3175-081-P1-K1-H10 

BLASTN 

g4519193 

119 

2.0e-60 

166 

99 

Arabidopsis thaliana genomic 
MDC11, complete sequence 



DNA, chromosome 3, PI clone: 



152646 

LIB3175-081-P1-K1-H11 

BLASTN 

g2244901 

36 

1.0e-10 

168 

89 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

152647 

LIB3175-081-P1-K1-H12 

BLASTN 

g2245073 

190 

1.0e-102 
255 
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% identity 

NCBI Description 



100 

Arabidopsis thaliana DNA chromosome 4, ESSA I 
fragment No 



contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152648 

LIB3175-081-P1-K1-H2 

BLASTX 

g3860277 

600 

2.0e-62 

142 

85 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 



Seq. No. 


152649 


Seq. ID 


LIB3175-081-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g2677828 


BLAST score 


268 


E value 


2.0e-23 


Match length 


69 


% identity 


74 


NCBI Description 


(U93166) cysteine protease 


Seq. No. 


152650 


Seq. ID 


LIB3175-081-P1-K1-H5 


Method 


BLASTN 


NCBI GI 


g511598 


BLAST score 


361 


E value 


0.0e+00 


Match length 


412 


% identity 


27 


NCBI Description 


Arabidopsis thaliana cell i 




complete cds 



(APTR-1) gene, 



Seq. No. 


152651 


Seq. ID 


LIB3175-081-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4704613 


BLAST score 


547 


E value 


3.0e-56 


Match length 


115 


% identity 


91 


NCBI Description 


{ AF1 09695) monodehydroascorbat e 


Seq. No. 


152652 


Seq. ID 


LIB3175-081-P1-K1-H8 


Method 


BLASTN 


NCBI GI 


g2864607 


BLAST score 


99 


E value 


3.0e-48 


Match length 


175 


% identity 


33 


NCBI Description 


Arabidopsis thaliana DNA chromos 




(ESSAII project) 



BAC clone F10M6 
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(I 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



152653 

LIB3175-081-P1-K1-H9 

BLASTX 

g267069 , 

558 

2.0e-57 

103 

100 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183__pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

152654 

LIB3175-082-P1-K1-A1 

BLASTX 

g2499236 

611 

9.0e-64 

134 

89 

NADH-PLASTOQUINONE OXIDOREDUCTASE CHAIN 1, CHLOROPLAST 
>gi_1419474_emb_CAA66944_ (X98298) ndhA [Arabidopsis 
thaliana] 

152655 

LIB3175-082-P1-K1-A10 

BLASTX 

g2244750 

542 

1.0e-55 

118 

88 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

152656 

LIB3175-082-P1-K1-A11 

BLASTX 

g99759 

574 

2.0e-59 

124 

87 

superoxide dismutase {EC 1.15.1.1) (Fe) - Arabidopsis 
t hal i ana ( fragment ) 

152657 

LIB3175-082-P1-K1-A2 

BLASTX 

g2464850 

632 

3.0e-66 

136 

90 
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NCBI Description 



(I 



(Z99707) cytochrome P450-like protein [Arabidopsis 
thaliana] 



Seq. No. 


152658 


Seq. ID 


LIB3175-082-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


g4432865 


BLAST score 


411 


E value 


7.0e-48 


Match length 


109 


% identity 


81 


NCBI Description 


(AC006300) putative cellulos 




[Arabidopsis thaliana] 


Seq. No. 


152659 


Seq. ID 


LIB3175-082-P1-K1-A4 


Method 


BLASTX 


NCBI GI 


g4154281 


BLAST score 


498 


E value 


2.0e-50 


Match length 


122 


% identity 


75 


NCBI Description 


(AF082347) C13 endooeotidase 


Seq. No. 


152660 


Seq. ID 


LIB3175-082-P1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl071912 


BLAST score 


593 


E value 


1.0e-61 


Match length 


127 


% identity 


94 


NCBI Description 


cysteine synthase (EC 4.2.99 



thaliana >gi_572517_emb_CAA57344 
synthase [Arabidopsis thaliana] 



(X81698) cysteine 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152661 

LIB3175-082-P1-K1-A6 

BLASTX 

g3776005 

685 

2.0e-72 

138 

98 

(AJ0104 66) RNA helicase [Arabidopsis thaliana] 
152662 

LIB3175-082-P1-K1-A8 

BLASTX 

gl31154 

736 

2.0e-78 

133 

99 

PHOTOSYSTEM I P700 CHLOROPHYLL A APOPROTEIN A2 

>gi_72673_pir A2NTP7 photosystem I P700 apoprotein A2 - 

common tobacco chloroplast >gi_11829_emb_CAA77351_ (Z00044] 
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PSI P700 apoprotein A2 [Nicotiana tabacum] 

>gi_225197_prf 1211235AB photosystem I P700 apoprotein A2 

[Nicotiana tabacum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152663 

LIB3175-082-P1-K1-A9 

BLASTX 

g4589398 

361 

2.0e-34 

79 

81 

(D89972) asparaginyl endopeptidase (VmPE-lA) [Vigna mungo] 
152664 

LIB3175-082-P1-K1-B1 

BLASTX 

gl621539 

650 

3.0e-68 

128 

42 

(U28415) annexin-like protein [Arabidopsis thaliana] 
152665 

LIB3175-082-P1-K1-B10 

BLASTX 

g3461820 

439 

1.0e-43 

115 

75 

(AC004138) unknown protein [Arabidopsis thaliana] 
152666 

LIB3175-082-P1-K1-B11 

BLASTN 

g4531433 

25 

3.0e-04 

113 

96 

Arabidopsis thaliana chromosome II PI MFL8 genomic 
sequence, complete sequence 

152667 

LIB3175-082-P1-K1-B12 

BLASTX 

gl22085 

501 

8.0e-51 

118 

86 

HISTONE H3 >gi_81641_pir S06250 histone H3 - Arabidopsis 

thaliana >gi_82482_pir S04099 histone H3 (variant H3R-21) 

- rice >gi_1362194__pir S57 626 histone H3 - maize 

>gi_20251_emb_CAA31969_ (X13678) histone H3 (AA 1-136) 



19621 



[Oryza sativa] >gi_20253_emb_CAA31970__ (X13680) histone H3 
(AA 1-136) [Oryza sativa] >gi_168493 (M36658) histone H3 
(H3C3) [Zea mays] >gi_168495 (M13378) histone H3 [Zea mays] 
>gi_168497 (M13379) histone H3 [Zea mays] >gi_168506 
(M35388) histone H3 [Zea mays] >gij.69655 (M77493) histone 
H3 [Petroselinum crispum] >gi_169657 (M774 94) histone H3 
[Petroselinum crispum] >gi_169659 (M77495) histone H3 
[Petroselinum crispum] >gi_387565 (M17130) histone H3 
[Arabidopsis thaliana] >gi_387567 (M17131) histone H3 
[Arabidopsis thaliana] >gi_886738_emb_CAA59111_ (X84377) 
histone 3 [Zea mays] >gi_1040764 (M35387) histone H3 
[Arabidopsis thaliana] >gi_1314779 (054827) histone H3 
homolog [Brassica napus] >gi__1531754_emb_CAA57811_ {X82414) 
Histone H3 [Asparagus officinalis] >gi_1667592 (U77296) 
histone 3 [Oryza sativa] >gi_324 9101 (AC003114) Match to 
histone H3 gene gb_M17131 and gb_M35387 from A. thaliana. 
ESTs gb_H76511 gb_H76255, gb_AA712452, gb_N65260 and 
gb_T42306 come from this gene. [Arabidopsis thaliana] 

>gi_225459_prf 1303352A histone H3 [Helicoverpa zea] 

>gi_225839_prf 1314298B histone H3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152668 

LIB3175-082-P1-K1-B2 

BLASTN 

g2264314 

400 

0.0e+00 

400 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQK4, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152669 

LIB3175-082-P1-K1-B3 

BLASTX 

g2129740 

616 

2.0e-64 

136 

88 

small nuclear ribonucleoprotein - Arabidopsis thaliana 

>gi_2129756_pir S71411 Ul snRNP 70K protein - Arabidopsis 

thaliana >gi_1255711 (M93439) small nuclear 
ribonucleoprotein [Arabidopsis thaliana] >gi_1354469 
(U52909) Ul snRNP 70K protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152670 

LIB3175-082-P1-K1-B4 

BLASTX 

g2894574 

735 

3.0e-78 

137 

100 

(AL021890) peroxidase prxrl [Arabidopsis thaliana] 
>gi_2 96134 l_emb_CAA18 099. 1_ (AL022140) peroxidase prxrl 
[Arabidopsis thaliana] 
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II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152671 

LIB3175-082-P1-K1-B6 

BLASTN 

g4584387 

415 

0.0e+00 

415 

100 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



152672 

LIB3175-082-P1-K1-B7 

BLASTX 

g2623962 

398 

1.0e-38 

94 

&4 

(Y12540) isocitrate dehydrogenase 
graveolens] 



BAC clone F7J7 



(NADP+) [Apium 



152673 

LIB3175-082-P1-K1-B8 

BLASTX 

g4263711 

324 

4.0e-30 

62 

100 

(AC006223) putative CCR4-associated transcription factor 
[Arabidopsis thaliana] 



-082-P1-K1-B9 



152674 
LIB3175 
BLASTX 
gll68328 
411 

3.0e-40 

133 

59 

ACT IN-LIKE PROTEIN 3 >gi_629878_pir S48844 actin-like 

protein - slime mold (Dictyostelium discoideum) 

>gi_2130164_pir S69002 actin-like protein - slime mold 

(Dictyostelium discoideum) >gi_56334 6_emb_CAA86553_ 
(Z46418) actin-like protein [Dictyostelium discoideum] 



152675 

LIB3175-082-P1-K1-C1 

BLASTN 

g2564051 

381 

0.0e+00 

406 

98 

Arabidopsis thaliana genomic DNA, 



chromosome 5, PI clone 
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MWD9, complete sequence [Arabidopsis thaliana] 



Seq. No. 


152676 


Seq. 'ID 


LIB3175-082-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2500082 


BLAST score 


624 


E value 


3.0e-65 


Match length 


118 


% identity 


100 


NCBI Description 


PHOTOSYSTEM Q(B) PROTEIN (32 KD THYLAKOID MEMBRANE PROT 




(PHOTOSYSTEM II PROTEIN Dl) >ai 984735 emb CAA56907 




(X80932) photosystem II Dl protein [Vigna unguiculata] 


Seq. No. 


152677 


Seq. ID 


LIB3175-082-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


g3292807 


BLAST score 


387 


E value 


0.0e+00 


Match length 


409 


% identity 


98 


NCBI Description 


ArabidoDsis thaliana DNA chromosome 4. BAC rlnnp F"7H1 9 




(ESSAII nroiect) 


Seq. No. 


152678 


Seq. ID 


LIB3175-082-P1-K1-C12 


Method 


BLASTX 


NCBI GI 


g3928103 


BLAST score 


516 


E value 


1.0e-52 


Match length 


112 


% identity 


89 


NCBI Description 


(AC005770} Dutai" ivp watpr phflnn^l nrnfpi n r Byabi"! Honq i 




thaliana] 


Seq. No. 


152679 


Seq. ID 


LIB3175-082-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3413700 


BLAST score 


600 


E value 


2.0e-62 


Match length 


135 


% identity 


89 


NCBI Description 


(AC004747) nnf sti VP YMK1 nrrifpi n r Ar^hi HnnQi q thai i anal 


Seq. No. 


152680 


Seq. ID 


LIB3175-082-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g4741940 


BLAST score 


533 


E value 


1.0e-54 


Match length 


97 


% identity 


65 


NCBI Description 


(AF134120) Lhca2 protein [Arabidopsis thaliana] 


Seq. No. 


152681 
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Seq. ID 


LIB3175-082-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3047125 


BLAST score 


668 


E value 


2.0e-70 


Match length 


128 


% identity 


98 


NCBI Description 


(AF058919) No defini 


Seq. No. 


152682 


Seq. ID 


LIB3175-082-P1-K1-C7 


Method 


BLASTN 


NCBI GI 


gl865678 


BLAST score 


266 


E value 


l.Oe-148 


Match length 


360 


% identity 


100 


NCBI Description 


A. thaliana ATB2 gene 


Seq. No. 


152683 


Seq. ID 


LIB3175-082-P1-K1-C8 


Method 


BLASTN 


NCBI GI 


g4335744 


BLAST score 


73 


E value 


8.0e-33 


Match length 


197 


% identity 


84 


NCBI Description 


Arabidopsis thaliana 



definition line found [Arabidopsis thaliana] 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


152684 


Seq. ID 


LIB3175-082-P1-K1-C9 


Method 


BLASTX 


NCBI GI 


g902586 


BLAST score 


588 


E value 


5.0e-61 


Match length 


118 


% identity 


22 


NCBI Description 


(U29162) ubiquitin [Zea mays] 


Seq. No. 


152685 


Seq. ID 


LIB3175-082-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl32074 


BLAST score 


647 


E value 


6.0e-68 


Match length 


119 


% identity 


98 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE 



(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



152686 

LIB3175-082-P1-K1-D10 

BLASTN 

g3367567 
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II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID ^ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



119 

3.0e-60 

349 

86 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F8D20 



152687 

LIB3175-082-P1-K1-D11 

BLASTX 

g3337356 

442 

6.0e-44 

93 

94 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

152688 

LIB3175-082-P v l-Kl-D12 

BLASTX 

g3169173 

673 

5.0e-71 

131 

95 

(AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] >gi_3445215 (AC004786) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 

152689 

LIB3175-082-P1-K1-D2 

BLASTX 

gll70503 

89 

1.5e-02 

127 

81 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi__16554_emb_CAA46188_ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 

152690 

LIB3175-082-P1-K1-D3 

BLASTN 

g2351064 

412 

0.0e+00 

412 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDJ22, complete sequence [Arabidopsis thaliana] 

152691 

LIB3175-082-P1-K1-D4 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4586265 

510 

7.0e-52 

136 

74 

(AL049640) 



putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



152692 

LIB3175-082-P1-K1-D5 

BLASTX 

gl931639 

596 

6.0e-62 

120 
94 

(U95973) lysophospholipase isolog [Arabidopsis thaliana] 
152693 

LIB3175-082-P1-K1-D6 

BLASTX 

g!170939 

422 

2.0e-41 

103 

83 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084 4 08__pir S46540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108_emb_CAA80867_ (Z24743) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 

152694 

LIB3175-082-P1-K1-D7 

BLASTN 

g4376087 

321 

0.0e+00 

405 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

152695 

LIB3175-082-P1-K1-D9 

BLASTX 

g4415992 

708 

4.0e-75 

135 

99 

(AF059288) beta-tubulin 2 [Eleusine indica] 
152696 

LIB3175-082-P1-K1-E12 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl705677 
704 

1.0e-74 

137 

54 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG 

>gi_2118115_pir S60112 cell division control protein CDC48 

homolog - Arabidopsis thaliana >gi_1019904 (U37587) cell 
division cycle protein [Arabidopsis thaliana] 



Seq. No. 


152697 


Seq. ID 


LIB3175-082-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


g4158221 


BLAST score 


577 


E value 


9 Oe-60 


Ma1~ph 1 pnrrt"h 


127 


O lUvllLl 


80 


NCBI DescriDtion 




O \Z « IN <J • 




S^a TD 


U±D JX / J UOZ. XT _L I\X Jj J 


Method 


BLASTX 


NCBI GI 


yu jo jii 


BLAST score 


277 


E value 


1.0e-24 


Match length 


93 


Sr -I Hf^-nt- "i +• w 
o xuciiux l y 


fin 




^iajju 4 o ^ ; iiypouiicT_ica.x pioucin |_/i.iva.ijiaopsis 


Seq. No. 


152699 


Sea ID 


LTR^I 7S-0R9-P1 -K1 -F4 

U1DJ1 / J \J\J4L. IT J_ IV J_ X_i*± 


M^thorf 




NCBI GI 


g3025189 


BLAST score 


405 


E value 


1.0e-39 


Match length 


133 


% identitv 


59 


NCBI Descrintion 


HYPOTHETICAL 67 1 KH PRDTFTKI C!TJl77n 

lilt VI J.li_j X J. \J f • 1 I\L/ IT JAW X j_j ± LN O XJXJ X. / / U 




>rri 1 6S?7R*3 HH-i RAA17679 /nQOQnfi^ APP1 — "1 H Iro 




SD- 1 


Seq. No. 


152700 


Seq. ID 


LIB3175-082-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4539335 


BLAST score 


287 


E value 


9.0e-26 


Match length 


135 


% identity 


44 


NCBI Description 


(AL035539) putative protein [Arabidopsis thai 


Seq. No. 


152701 


Seq. ID 


LIB3175-082-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g4585980 


BLAST score 


643 
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E value 
Match length 
% identity 
NCBI Description 



2.0e-67 

135 

90 

(AC005287) Very similar to TATA binding protein-associated 
factor [Arabidopsis thaliana] 



Seq. No. 


152702 


Seq. ID 


LIB3175-082-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl934730 


BLAST score 


498 


E value 


2.0e-50 


Match length 


101 


% identity 


97 


NCBI Description 


(U95036) germin-like protein [Arabidopsis 


Seq. No. 


152703 


Seq. ID 


LIB3175-082-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


gll68256 


BLAST score 


651 


E value 


2.0e-68 


Match length 


126 


% identity 


100 


NCBI Description 


ASPARTATE AMINOTRANSFERASE , MITOCHONDRIAL 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



(TRANSAMINASE A) >gi_693688 (U15026) aspartate 
aminotransferase [Arabidopsis thaliana] >gi_3201622 

(AC004669) aspartate aminotransferase [Arabidopsis 
thaliana] 

152704 

LIB3175-082-P1-K1-F1 

BLASTN 

g2264310 

353 

0.0e+00 

396 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKP11, complete sequence [Arabidopsis thaliana] 

152705 

LIB3175-082-P1-K1-F11 

BLASTX 

gl31770 

303 

1.0e-27 

82 

67 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9*e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA2984 4_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 

152706 

LIB3175-082-P1-K1-F2 



19629 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4199934 

298 

1.0e-167 

356 

99 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

152707 

LIB3175-082-P1-K1-F3 

BLASTX 

gl25606 

225 

2.0e-18 

67 
67 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_1004 63_pir S12248 

pyruvate kinase (EC 2.7.1.40) - potato 

>gi_22576_emb_CAA37727_ (X53688) pyruvate kinase [Solanum 
tuberosum] 

152708 

LIB3175-082-P1-K1-F4 

BLASTN 

g4455262 

387 

0.0e+00 

407 

99 

Arabidopsis thaliana DNA chromosome 4 f BAC clone F17L22 
(ESSAII project) 

152709 

LIB3175-082-P1-K1-F5 

BLASTN 

g3873174 

262 

1.0e-145 

338 

94 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 

152710 

LIB3175-082-P1-K1-F6 

BLASTN 

g4589443 

182 

8.0e-98 

345 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MVP7, complete sequence 



Seq. No. 
Seq. ID 



152711 

LIB3175-082-P1-K1-F7 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2529665 

388 

1.0e-37 

111 

72 

(AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 

152712 

LIB3175-082-P1-K1-F8 

BLASTX 

g4006890 

506 

2.0e-51 

110 

91 

(Z99708) ubiquitin — protein ligase-like protein 
[Arabidopsis thaliana] 

152713 

LIB3175-082-P1-K1-F9 

BLASTX 

gll69201 

562 

5.0e-58 

135 

84 

DNA- DAMAGE - RE PAI R/ TOLERAT ION PROTEIN DRT112 PRECURSOR 

>gi_421830_pir S33707 DRT112 protein - Arabidopsis 

thaliana >gi_166696 (M98456) DRT112 [Arabidopsis thaliana] 

152714 

LIB3175-082-P1-K1-G1 

BLASTX 

gl31770 

429 

2.0e-42 

115 

67 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 

152715 

LIB3175-082-P1-K1-G11 

BLASTX 

gl402908 

590 

3.0e-61 

131 

88 

(X98315) peroxidase [Arabidopsis thaliana] 
>gi_1429221_emb_CAA67313_ (X98777) peroxidase ATP16a 
[Arabidopsis thaliana] >gi_4455802 emb CAB37193 (AJ133036) 



19631 



peroxidase [Arabidopsis thaliana] 



Seq. No. 


152716 


Seq. ID 


LIB3175-082 


Method 


BLASTX 


NCBI GI 


g3668080 


BLAST score 


229 


E value 


3. Oe-19 


Match length 


83 


% identitv 


60 


NCBI Description 


(AC004667) 


Seq. No. 


152717 


Seq. ID 


LIB3175-082 


Method 


BLASTX 


NCBI GI 


g2342459 


BLAST score 


107 


E value 


1.0e-67 


Match length 


134 


% identity 


96 


NCBI Description 


(AB006068 ) 


Seq. No. 


152718 


Seq. ID 


LIB3175-082 


Method 


BLASTX 


NCBI GI 


g3193330 


BLAST score 


316 


E value 


4 . Oe-29 




128 


% identity 


57 


NPRT Dpsfri ni"i nn 


\ JTi.L \J \J D Zs Z) j 






Seq. No. 


152719 


Seq. ID 


LIB3175-082 


Method 


BLASTX 


NCBI GI 


gl35449 


BLAST score 


644 


E value 


1.0e-67 


Match length 


137 


% identity 


90 



unknown protein [Arabidopsis thaliana] 



acidic endochitinase [Arabidopsis thaliana] 



-P1-K1-G3 



[Arabidopsis thaliana] 



NCBI Description 



TUBULIN BETA-1 CHAIN >gi_100932_pir S14701 tubulin beta-1 

chain - maize >gi_295851_emb_CAA37060_ (X52878) beta 1 
tubulin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152720 

LIB3175-082-P1-K1-G5 

BLASTX 

g3335371 

668 

2.0e-70 

136 
99 

(AC003028) putative ethylene-inducible protein [Arabidopsis 
thaliana] 



Seq. No. 



152721 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3175-082-P1-K1-G6 

BLASTN 

g4757394 

251 

1.0e-139 

281 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1904, complete sequence 



Seq. No. 


152722 


Seq. ID 


LIB3175-082-P1-K1-G7 


Method 


BLASTX 


NCBI GI 


gl773330 


BLAST score 


568 


E value 


1.0e-58 


Match lencrth 


133 


% identitv 


83 


NPRT Dp^rrinHnn 


( TIP 0071 \ rrl vnnl a-h^ nvi Ha«:o 


Q^rr "NTri 




q<arr TH 


JjIDjI / J UOZ rl Al ou 


1 1C U11UU 


XJJLlrt.O J. 


NCBI GI 


a4193388 


BLAST score 


385 


E value 


3.0e-37 


Match length 


107 


% identity 


71 


NCBI Description 


(AF091455) translationally 




brasiliensis] 


Seq. No. 


152724 


Seq. ID 


LIB3175-082-P1-K1-G9 


Method 


BLASTN 


NCBI GI 


g2342717 


BLAST score 


389 


E value 


0.0e+00 


Match length 


405 


% identity 


99 



[Mesembryanthemum crystallinum] 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



Arabidopsis thaliana chromosome II BAC T14G11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



152725 

LIB3175-082-P1-K1-H10 

BLASTN 

g4733953 

244 

1.0e-135 

392 

96 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC F13011 genomic 



152726 

LIB3175-082-P1-K1-H12 

BLASTX 

gl!2681 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



559 

1.0e-57 

114 
93 

12S SEED STORAGE PROTEIN PRECURSOR >gi__81604_pir S08509 

cruciferin precursor (CRA1) - Arabidopsis thaliana 
>gi_166676 (M37247) 12S storage protein CRA1 [Arabidopsis 
thaliana] >gi_808936_emb_CAA324 93__ (X14312) 12S seed 
storage protein [Arabidopsis thaliana] 

152727 

LIB3175-082-P1-K1-H2 

BLASTN 

g2264310 

356 

0.0e+00 

395 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKP11, complete sequence [Arabidopsis thaliana] 

152728 

LIB3175-082-P1-K1-H3 

BLASTX 

gl628583 

615 

3.0e-64 

120 

98 

(U66916) 12S cruciferin seed storage protein [Arabidopsis 
thaliana] >gi_2842495_emb_CAA16892_ (AL021749) 12S 
cruciferin seed storage protein [Arabidopsis thaliana] 

152729 

LIB3175-082-P1-K1-H4 

BLASTN 

g4757414 

385 

0.0e+00 

409 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MYF24, complete sequence 

152730 

LIB3175-082-P1-K1-H5 

BLASTX 

g3193323 

638 

7.0e-67 

126 

100 

(AF069299) similar to ribosomal protein S13 (Pfam; S15.hmm, 
score: 78.35); identical to Arabidopsis 40S ribosomal 
protein S13 (fragment) (SW: P49203A) except the first 32 
amino acids are different [Arabidopsis thaliana] 



19634 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152731 

LIB3175-082-P1-K1-H6 

BLASTX 

g2244879 

57 

2.0e-67 

134 

96 

(Z97338) Nucleotide sequence of a cDNA clone encoding a 
beta-amylase from Arabidopsis thaliana 

152732 

LIB3175-082-P1-K1-H7 

BLASTN 

g3426033 

246 

1.0e-136 

349 
97 

Arabidopsis thaliana chromosome II BAC F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

152733 

LIB3175-082-P1-K1-H8 

BLASTX 

g2853078 

732 

6.0e-78 

135 - 
99 

(AL021768) TMV resistance protein N-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152734 

LIB3176-001-Q1-K1-A1 

BLASTX 

gl546688 

541 

1.0e-55 

122 

88 

(X98802) peroxidase ATPlla [Arabidopsis thaliana] 
>gi_2388572 (AC000098) Strong similarity to Arabidopsis 
peroxidase ATP11A (gb_X98802) . [Arabidopsis thaliana] 
>gi_2388573 (AC000098) Strong similarity to Arabidopsis 
peroxidase ATP11A (gb_X98802) . [Arabidopsis thaliana] 

152735 

LIB3176-001-Q1-K1-A10 

BLASTX 

g4262242 

571 

5.0e-59 

111 

99 

{AC006200) NADC homolog [Arabidopsis thaliana] 



19635 



Seq. No, 


152736 


Seq. ID 


LIB3176-001-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g3150407 


BLAST score 


321 


E value 


5.0e-30 


Match length 


78 


% identity 


73 


NCBI Description 


(AC004165) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


152737 


Seq. ID 


LIB3176-001-Q1-K1-A12 


Method 


BLASTN 


NCBI GI 


g972918 


BLAST score 


227 


E value 


1.0e-125 


Match length 


235 


% identity 


99 


NCBI Description 


Arabidopsis thaliana IAA8 (IAA8) gene complete cds 


Seq. No. 


152738 


Seq. ID 


LIB3176-001-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl363488 


BLAST score 


514 


E value 


3.0e-52 


Match length 


100 


% identity 


100 


NCBI Description 


IAA8 protein - Arabidopsis thaliana >gi 972919 (U18410 




IAA8 [Arabidopsis thaliana] >gi 4314364 - gb AAD15575 




(ACO 06340) auxin-induced IAA8 orotein FArabidoosis 




thaliana] 


Seq. No. 


152739 


Seq. ID 


LIB3176-001-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2244910 


BLAST score 


231 


E value 


4.0e-19 


Match length 


111 


% identity 


48 


NCBI Description 


(Z 97339) unnamed protein product [Arabidopsis thaliana 


Seq. No. 


152740 


Seq. ID 


LIB3176-001-Q1-K1-A4 


Method 


BLASTN 


NCBI GI 


g3413696 


BLAST score 


214 


E value 


1.0e-117 


Match length 


421 


% identity 


99 


NCBI Description 


Arabidoosis thaliana chromosome II BAC T19L18 aenomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


152741 


Seq. ID 


LIB3176-001-Q1-K1-A5 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



gll3032 
225 

2.0e-24 

81 

76 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68210_pir WZCSI isocitrate lyase (EC 4.1.3.1) - 

bean >gi_169707 (M17145) isocitrate lyase [Ricinus 

communis] >gi_225861_prf 14 0124 7 A isocitrate lyase 

[ Ricinus communi s ] 



castor 



Seq. No. 


152742 


Seq. ID 


LIB317 6-001-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4336752 


BLAST score 


446 


E value 


1.0e-44 


Match l^ncrth 


88 


% i fipnt i fv 


94 


NCBI Description 


(AF104451} catalase TBrassi 




J- { *± o 


Sea ID 


LIB3176-001-O1-K1-A7 


Method 


BLASTX 


NCBI GI 


g4191778 


BLAST score 


562 


R v a, 1 1 1 p 

i—i vaxuc 


5 Oe-58 




128 




o t> 


NCBI Description 


(AC005917} Dutative nucleos 




f Z\t*^V^ "1 H nr*i c n o 1~ Vi a 1 i ana 1 

LAi-ClJJ±UUpO±0 UiiCL-L-LCAliCi j 


Sea No 


152744 


Seq. ID 


LIB3176-001-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g4240169 


DJJfliJ 1 OuUiC 




V. Ilia 




l id L. Oil iCli^Lll 




% idpnt i t v 


8 






Seq. No. 


152745 


Seq. ID 


LIB3176-001-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g4049348 


BLAST score 


370 


E value 


2.0e-35 


Match length 


73 


% identity 


100 


NCBI Description 


(AL034567) putative protein 


Seq. No. 


152746 


Seq. ID 


LIB3176-001-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g3128180 


BLAST score 


387 
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ft 



E value 


1.0e-37 


Match length 


84 


% identity 


96 


NCBI Description 


(AC004521) citrate synthetase [Arabidopsis thaliana 


Seq. No. 


152747 


Seq. ID 


LIB3176-001-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g4678301 


BLAST score 


728 


E value 


2 . Oe-77 


Match length 


139 


% identity 


96 


NCBI Description 


(AL049655) pectate lyase-like protein [Arabidopsis 




thaliana] 


Seq. No. 


152748 


Seq. ID 


LIB3176-001-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3212869 


BLAST score 


532 


E value 


2.0e-54 


Match length 


110 


% identity 


87 


NCBI Description 


(AC004005) unknown protein [Arabidopsis thaliana] 


Seq. No. 


152749 


Seq. ID 


LIB3176-001-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gll69476 


BLAST score 


685 


E value 


2.0e-72 


Match length 


131 


% identity 


100 


NCBI Description 


ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) (VITRONECTIN- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



ADHESION PROTEIN 1) (PVN1) >gi_439577 (U04 632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 

152750 

LIB3176-001-Q1-K1-B4 

BLASTX 

g3123271 

374 

3.0e-36 

72 

99 

40S RIBOSOMAL PROTEIN S6 >gi__2224751_emb_CAA74381_ (Y14052) 
ribosomal protein S6 [Arabidopsis thaliana] 

152751 

LIB3176-001-Q1-K1-B7 

BLASTX 

gll9143 

170 

1.0e-13 

104 

45 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

152752 

LIB3176-001-Q1-K1-C1 

BLASTX 

g!673366 

710 

2,0e-75 

139 

100 

(Z22673) cytosolic tRNA-Ala synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152753 

LIB317 6-001-Q1-K1-C10 

BLASTN 

g2702261 

160 

1.0e-84 

429 

100 

Arabidopsis thaliana chromosome II BAG T21L14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

152754 

LIB3176-001-Q1-K1-C11 

BLASTX 

g3668097 

659 

2.0e-69 

132 

98 

(AC004 667) putative glycine cleavage system protein H 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152755 

LIB3176-001-Q1-K1-C12 

BLASTN 

g4678291 

41 

4.0e-14 

129 

83 

Arabidopsis thaliana DNA chromosome 3, 
{ESSA project) 



BAC clone F28P10 



Seq. No. 
Seq. ID 



152756 

LIB3176-001-Q1-K1-C2 



19639 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g4584110 

633 

3.0e-66 

122 

100 

(AJ133639) 



SAH7 protein [Arabidopsis thaliana] 



152757 

LIB3176-001-Q1-K1-C3 

BLASTX 

gl086833 

267 

2.0e-23 

115 

40 

(U41264) coded for by C. elegans cDNA CEESN26F; coded for 
by C. elegans cDNA CEESI89F; similar to 60S acidic 
fibosomal protein Po (L10) [Caenorhabditis elegans] 

152758 

LIB3176-001-Q1-K1-C5 

BLASTX 

g2213583 

308 

3.0e-28 

120 

49 

(AC000348) T7N9.3 [Arabidopsis thaliana] 
152759 

LIB3176-001-Q1-K1-C6 

BLASTX 

g!076393 

562 

5.0e-58 

114 

100 

RCI14A protein - Arabidopsis thaliana 
>gi_540559_emb_CAA52237_ (X74140) RCI14A [Arabidopsis 
thaliana] 

152760 

LIB3176-001-Q1-K1-C7 

BLASTX 

g4741962 

88 

3.0e-42 

128 
52 

(AF134131) PsbS protein [Arabidopsis thaliana] 
152761 

LIB3176-001-Q1-K1-C8 

BLASTX 

g4741962 

433 



19640 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-43 

133 

51 

(AF134131) PsbS protein [Arabidopsis thaliana] 
152762 

LIB3176-001-Q1-K1-C9 

BLASTX 

g480297 

342 

3.0e-32 

119 

52 

glycoprotein EP1 - carrot >gi_34 9437 (L16983) 
N-glycosylation sites: (130.. 138), (244.. 252) , (352. 
(734. .742), (748. .756), (865. .873) [Daucus carota] 



360) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



152763 

LIB3176-001-Q1-K1-D10 

BLASTX 

gll73045 

157 

2.0e-10 

30 

97 

60S RIBOSOMAL PROTEIN L37A >gi_4218 66_pir S34661 ribosomal 

protein L37a - turnip >gi_347062 (L21897) ribosomal protein 
[Brassica rapa] >gi_395077_emb_CAA808 64_ (Z24739) ribosomal 
protein L37a [Brassica rapa] 

152764 

LIB3176-001-Q1-K1-D11 

BLASTX 

g2738248 

719 

2.0e-76 

141 

98 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

152765 

LIB3176-001-Q1-K1-D12 

BLASTX 

gl706749 

566 

2.0e-58 

115 

99 

3-OXOACYL- [ACYL- CARRIER- PROTEIN] SYNTHASE I PRECURSOR 

{ BETA-KETOACYL-ACP SYNTHASE I) (KAS I) >gi_780814 (U24177) 

3-ketoacyl-acyl carrier protein synthase I [Arabidopsis 

thaliana] 

152766 

LIB3176-001-Q1-K1-D2 
BLASTX 



19641 



NCBI GI 


g2493045 


BLAST score 


545 


E value 


5.0e-56 


Match length 


127 


% identity 


83 


NCBI Description 


ATP SYNTHASE DELTA' CHAIN, MITOCHONDRIAL PRECURSOR 




>ai 1655484 dbi BAA13601 (D88376) delta-orimp Dublin it of 




initochondrial Fl-ATPase [Arabidopsis thaliana] 


Seq. No. 


152767 


Seq. ID 


LIB317 6-001-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl546690 


BLAST score 


699 


E value 


5.0e-74 


Match length 


138 


% i dent it v 


100 


NCBI Description 


(X98803) oeroxidase ATP14a FArabidoosis thalianal 


Seq, No. 


152768 


Seq. ID 


LIB3176-001-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g4755189 


BLAST score 


371 


E value 


1.0e-35 


Match length 


130 


% id^nt i t v 


57 


NCBI Description 


(AC007018) outative cvtochrome P450 PArabidonsis thaliana 


Sea No 


152769 


Seq. ID 


LIB3176-001-O1-K1-D5 


Method 


BLASTX 


NCBI GI 


gll5385 


BLAST score 


720 


E value 


2.0e-76 


Match length 


140 


% identity 


96 


NCBI DescriDtion 


CHLOROPHYLL A-B RTNDTNQ PROTFTN dF T.HPTT TYPF T PRFPTTR CJOR 




\ v"ij ^jju^r ; ^yj. luuuiu \riu oi j xxyiiu iiax vco Lilly 




ph 1 nTmnVi vl 1 ^ /b bi nH i nrr nrnt - p-i n r Arahi Hnn q iq fhal n anal 


Seer No 


152770 


Seq. ID 


LIB317 6-001-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2924779 


BLAST score 


582 


E value 


2.0e-60 


Match length 


139 


% identity 


86 



NCBI Description 



(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



152771 

LIB3176-001-Q1-K1-D8 



19642 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTN 

g2815519 

58 

6.0e-24 

246 

94 

Arabidopsis thaliana BAC T5J8 from chromosome IV, 
complete sequence [Arabidopsis thaliana] 



top arm, 



152772 

LIB3176-001-Q1-K1-D9 

BLASTX 

gl363489 

586 

7.0e-61 

124 
88 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi__984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

152773 

LIB3176-001-Q1-K1-E10 

BLASTX 

g2341028 

658 

3.0e~69 

125 

100 

(AC000104) Strong similarity to 60S ribosomal protein L17 
(gb_X01694). EST gb_AA042332 comes from this gene. 
[Arabidopsis thaliana] 

152774 

LIB3176-001-Q1-K1-E11 

BLASTX 

g3445200 

389 

1.0e-37 

90 

86 

(AC004786) 
thaliana] 



putative squalene epoxidase [Arabidopsis 



152775 

LIB3176-001-Q1-K1-E12 

BLASTX 

gl854445 

491 

1.0e-49 

114 

79 

(D83971) CPRD14 protein 
152776 

LIB3176-001-Q1-K1-E2 
BLASTX 



[Vigna unguiculata] 



19643 




NCBI GI 


g3894178 


BLAST score 


327 


E value 


2 . Oe-30 


Match length 


70 


% identity 


87 


NCBI Description 


(AC005312) putative nucleic acid binding protein 




[Arabidopsis thaliana] 


Seq. No. 


152777 


Seq. ID 


LIB3176-001-Q1-K1-E3 


Method 


BLASTN 


NCBI GI 


g4512656 


BLAST score 


96 


E value 


1 . Oe-4 6 


Match length 


282 


% identity 


93 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F7D19 genomic 




sequence, complete sequence 


Seq. No. 


152778 


Seq. ID 


LIB3176-001-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3228279 


BLAST score 


135 


E value 


7.0e-12 


Match length 


120 


% identity 


37 


NCBI Description 


(AB005289) ABC transporter 7 protein [Homo sapiens] 


Seq. No. 


152779 


Seq. ID 


LIB3176-001-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2160166 


BLAST score 


712 


E value 


1.0e-75 


Match length 


139 


% identity 


100 


NCBI Description 


(AC000132) No definition line found [Arabidopsis thaliana 


Seq. No. 


152780 


Seq. ID 


LIB3176-001-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2924779 


BLAST score 


585 


E value 


1.0e-60 


Match length 


120 


% identity 


97 


NCBI Description 


(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 




thaliana] >gi 2981616 dbj BAA25248 (AB008854) 




3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 




>gi 2981618 dbj BAA25249 (AB008855) 3-ketoacyl-CoA 




thiolase [Arabidopsis thaliana] 


Seq. No. 


152781 


Seq. ID 


LIB3176-001-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


gl!9143 



19644 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



628 

8.0e-66 

118 

100 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_81606jpir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb__CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

152782 

LIB3176-001-Q1-K1-E8 

BLASTX 

g2129777 

169 

5.0e-15 

50 
78 

Y49 protein - Arabidopsis thaliana >gi_928969_emb_CAA62033_ 
{X90385) Y49 [Arabidopsis thaliana] >gi_1020157 (U26937) 
DNA-binding protein [Arabidopsis thaliana] 

>gi_4581115_gb_AAD24605.1_AC005825_12 (AC005825) MYB-like 
protein; very similar to GB: 2129777 [Arabidopsis thaliana] 

152783 

LIB3176-001-Q1-K1-E9 

BLASTN 

g2564050 

43 

6.0e-15 

149 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUA22, complete sequence [Arabidopsis thaliana] 

152784 

LIB3176-001-Q1-K1-F1 

BLASTN 

g3212846 

154 

3.0e-81 

365 

99 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

152785 

LIB3176-001-Q1-K1-F10 

BLASTX 

g4099090 

216 

2.0e-17 



19645 



Match length 


123 


% identity 


46 


NCBI Description 


(U83178) unknown [Arabidopsis thaliana] 


Seq. No. 


152786 


Seq. ID 


LIB3176-001-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4099090 


BLAST score 


213 


E value 


5.0e-17 


Match length 


123 


% identity 


46 


NCBI Description 


(U83178) unknown [Arabidopsis thaliana] 


Seq. No. 


152787 


Seq. ID 


LIB3176-001-Q1-K1-F12 


Method 


BLASTN 


NCBI GI 


g2564050 


BLAST score 


34 


E value 


1.0e-09 


Match length 


46 


% identity 


93 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 



5, PI clone: 



MUA22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152788 

LIB3176-001-Q1-K1-F2 

BLASTX 

gll75012 

712 

1.0e-75 

138 

100 

PLASMA MEMBRANE INTRINSIC PROTEIN 1C (TRANSMEMBRANE PROTEIN 
B) (TMP-B) >gi_396218_emb_CAA49155_ (X69294) transmembrane 
protein TMP-B [Arabidopsis thaliana] 

152789 

LIB3176-001-Q1-K1-F5 

BLASTX 

gll72872 

586 

8.0e-61 

111 

100 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_54 1856_pir JN0718 

drought -inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought -inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



152790 

LIB3176-001-Q1-K1-F6 

BLASTX 

g2129577 

399 



19646 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-39 

106 
76 

DnaJ homolog protein - Arabidopsis thaliana >gi_727357 
(U22340) DnaJ homolog [Arabidopsis thaliana] 

152791 

LIB3176-001-Q1-K1-F7 

BLASTX 

g232031 

327 

2.0e-30 

114 

54 

ELONGATION FACTOR 1 BETA' >gi_322851__pir S29224 

translation elongation factor eEF-1 beta' chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta' 
[Oryza sativa] 

152792 

LIB3176-001-Q1-K1-F8 

BLASTX 

gll3024 

665 

4.0e-70 

136 

99 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 
>gi_553043 (M83534) isocitrate lyase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152793 

LIB3176-001-Q1-K1-F9 

BLASTN 

g4757678 

362 

0.0e+00 

378 

99 

Arabidopsis thaliana chromosome 
sequence, complete sequence 



I BAC F9H16 genomic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152794 

LIB3176-001-Q1-K1-G1 

BLASTX 

g2506443 

537 

4.0e-55 

107 

99 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAS T >gi_2 11752 0_pir JQ 1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 



19647 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(phosphorylating) [Arabidopsis thaliana] 
152795 

LIB3176-001-Q1-K1-G10 

BLASTX 

g3023500 

189 

1.0e-14 

63 

60 

ATP-DEPENDENT CLP PROTEASE PROTEOLYTIC SUBUNIT 2 
{ ENDOPE PT I DAS E CLP 2) >gi_2351823 (U92039) ATP-dependent 
Clp protease, proteolytic subunit [Synechococcus PCC7942] 

152796 

LIB3176-001-Q1-K1-G11 

BLASTX 

g231586 

211 

4.0e-17 

91 

55 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA41401_ (X584 98) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



152797 

LIB317 6-001-Q1-K1-G2 

BLASTN 

g4585890 

34 

2.0e-09 

158 

89 

Arabidopsis thaliana chromosome II BAC T3G21 genomic 
sequence, complete sequence 

152798 

LIB3176-001-Q1-K1-G3 

BLASTX 

gl35391 

291 

8.0e-27 

55 

93 

TUBULIN ALPHA- 1 CHAIN >gi_71583_pir UBMUAM tubulin alpha 

chain - Arabidopsis thaliana >gi_166896 (M21414) 
alpha-l-tubulin [Arabidopsis thaliana] 

152799 

LIB3176-001-Q1-K1-G4 

BLASTX 

g3402716 

333 

4.0e-31 



19648 



Match length 

% identity 

NCBI Description 



116 ' 
66 

(AC004261) unknown protein [Arabidopsis thaliana] 



Seq. No. 


lozoUU 


Seq. ID 


LIB317 6-001-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g4006883 


BLAST score 


321 


E value 


2.0e-30 


Match length 


71 


% identity 


85 


NCBI Description 


(Z99707) cysteine proteinase [Arabidopsis thaliana] 


Seq. No. 


152801 


Seq. ID 


LIB317 6-001-Q1-K1-G / 


Method 


BLASTX 


NCBI GI 


gl531762 


BLAST score 


195 


E value 


5.0e-15 


Match length 


51 


% identity 


75 


NCBI Description 


(Y07765) S-adenosylmethionine decarboxylase [Arabidopsis 




thaliana] 


Seq. No. 


152802 


Seq. ID 


LIB3176-001-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3929649 


BLAST score 


364 


E value 


6.0e~35 


Match length 


76 


% identity 


100 


NCBI Description 


(AJ131205) mitochondrial NAD-dependent malate dehydrogen< 




[Arabidopsis thaliana] 


Seq. No. 


152803 


Seq. ID 


LIB3176-001-Q1-K1-G9 


Method 


BLASTN 


NCBI GI 


g4589445 


BLAST score 


229 


E value 


1.0e-126 


Match length 


233 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 




MWL2, complete sequence 


Seq. No. 


152804 


Seq. ID 


LIB317 6-001-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4337027 


BLAST score 


529 


E value 


4.0e-54 


Match length 


113 


% identity 


95 


NCBI Description 


(AF123254) MFP2 [Arabidopsis thaliana] 



19649 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



152805 

LIB3176-001-Q1-K1-H3 

BLASTX 

g480450 

533 

1.0e-54 

130 
84 

ketol-acid reductoisomerase (EC 1. 
thaliana >gi 402552 emb CAA49506 



1.1.86} 

(X69880; 



- Arabidopsis 
ketol-acid 



reductoisomerase [Arabidopsis thaliana] 



152806 

LIB3176-001-Q1-K1-H7 

BLASTN 

g4585890 

168 

2.0e-89 

376 

100 

Arabidopsis thaliana chromosome II BAC T3G21 genomic 
sequence, complete sequence 

152807 

LIB3176-001-Q1-K1-H8 

BLASTX 

g3915865 

234 

4.0e-20 

66 

73 



NCBI Description 40S RIBOSOMAL PROTEIN S4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152808 

LIB3176-001-Q1-K1-H9 

BLASTX 

g730645 

336 

1.0e-31 

89 

80 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8067 9_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7 04 4 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788,gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



152809 

LIB3176-002-Q1-K1-A1 

BLASTX 

gl617013 

148 

1.0e-09 
30 



19650 



% identity 

NCBI Description 



(Y07745) histone H2B like protein [Arabidopsis thaliana] 





Seq. No. 


152810 




Seq. ID 


LIB3176-002-Q1-K1-A10 




Method 


BLASTX 




NCBI GI 


a2062164 




BLAST score 


427 






2 . Oe-42 




Match length 


81 




& i fit^nt" 1 1 v 


100 




NPRT Dp^rri nf" "i on 
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Seq. No. 


152811 




Seq. ID 


LIB3176-002-Q1-K1-A11 




Method 


BLASTX 




NCBI GI 


a3036806 




BLAST qcorp 


422 




E value 


7 . Oe-42 
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Sea No 


152812 




Seq. ID 


LIB3176-002-Q1-K1-A12 




Method 


BLASTN 
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Seq. No. 


152813 


O 


Seq. ID 


LIB3176-002-Q1-K1-A3 


□ 


Method 


BLASTX 




NCBI GI 


g3914386 




BLAST score 


229 




E value 


3.0e-19 




Match length 


95 




% identity 


46 




NCBI Description 


ALLERGEN MF1 >gi_3445490_dbj_BAA32435_ {AB011 






[Malassezia furfur] 




Seq. No. 


152814 



[Arabidopsis 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-002-Q1-K1-A5 

BLASTX 

gl20667 

306 

3.0e-28 

74 

82 

GLYCERALDEHYDE 
>gi_81622_pir 



3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
JQ1287 glyceraldehyde-3-phosphate 



dehydrogenase (EC 1.2.1.12} , cytosolic - Arabidopsis 



19651 



thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152815 

LIB3176-002-Q1-K1-A6 

BLASTN 

g3805839 

128 

9.0e-66 

273 

100 

Arabidopsis thaliana 
{ESSAII project) 



DNA chromosome 4, BAC clone F4B14 



152816 

LIB317 6-002-Q1-K1-A8 

BLASTX 

g2642159 

242 

5.0e-21 

52 

90 

(AC003000) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] >gi_3598958 ,(AF076484) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi_4151925 
(AF108660) CYT1 protein [Arabidopsis thaliana] 

152817 

LIB3176-002-Q1-K1-A9 

BLASTX 

gl37465 

254 

4.0e-22 

59 

86 

VACUOLAR ATP SYNTHASE SUBUNIT B (V-ATPASE B SUBUNIT) 

(V-ATPASE 57 KD SUBUNIT) >gi_81637__pir A31886 

H+-transporting ATPase (EC 3.6.1.35) 57K chain - 
Arabidopsis thaliana >gi_166627 (J04185) nucleotide-binding 
subunit of vacuolar ATPase [Arabidopsis thaliana] 

152818 

LIB317 6-002-Q1-K1-B1 

BLASTX 

gl076366 

291 

8.0e-27 

62 

87 

peptidylprolyl isomerase (EC 5.2.1.8) - Arabidopsis 
thaliana >gi_460968 (U07276) peptidyl-prolyl cis-trans 
isomerase [Arabidopsis thaliana] >gi_992643 (U32186) 
cyclophilin [Arabidopsis thaliana] 

>gi_1091580_j>rf 2021266A peptidyl-Pro cis-trans isomerase 

[Arabidopsis thaliana] 



19652 



Seq. No. 


152819 


Seq. ID 


LIB317 6-002-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2253010 


BLAST score 


445 


E value 


1.0e-44 


Match length 


95 


% identity 


87 


NCBI Description 


(Y14199) MAP3K delta-1 protein kinase [Arabidopsis 




thaliana] 


Seq. No. 


152820 


Seq. ID 


LIB317 6-002-Q1-K1-B11 


Method 


BLASTN 


NCBI GI 


g2264311 


BLAST score 


211 


E value 


1.0e-115 


Match length 


290 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MLN1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


152821 


Seq. ID 


LIB3176-002-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g2827699 


BLAST score 


232 


E value 


1. Oe-19 


Match length 


92 


% identity 


59 


NCBI Description 


(AL021684) predicted protein [Arabidopsis thaliana] 


Seq. No. 


152822 


Seq. ID 


LIB317 6-002-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2497733 


BLAST score 


288 


E value 


4.0e-26 


Match length 


81 


% identity 


75 


NCBI Description 


NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 


>gi 1177796 (M80567) non-specific lipid transfer protein 




[Arabidopsis thaliana] >gi 3786018 (AC005499) unknown 




protein [Arabidopsis thaliana] 


Seq. No. 


152823 


Seq. ID 


LIB3176-002-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gll4335 


BLAST score 


488 


E value 


1.0e-49 


Match length 


96 


% identity 


98 



NCBI Description 



PLASMA MEMBRANE AT PAS E 2 (PROTON PUMP) 

>gi_67973_pir PXMUP2 H+-transporting ATPase (EC 3.6.1.35) 

type 2, plasma membrane - Arabidopsis thaliana >gi_l 66629 



19653 



(J05570) H+-ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152824 

LIB3176-002-Q1-K1-B4 

BLASTN 

g4454447 

210 

1.0e-114 

288 

100 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

152825 

LIB3176-002-Q1-K1-B6 

BLASTN 

g313837 

203 

1.0e-110 

251 

96 

A. thaliana gene for hemC 
152826 

LIB3176-002-Q1-K1-B7 

BLASTX 

g2497733 

409 

2.0e-40 

78 

100 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1177796 (M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_3786018 (AC005499) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152827 

LIB3176-002-Q1-K1-B8 

BLASTN 

g4006885 

279 

1.0e-156 

283 
100 

Arabidopsis thaliana 
fragment No 



DNA chromosome 4, ESSA I AP2 contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152828 

LIB3176-002-Q1-K1-C1 

BLASTX 

g4454036 

298 

1.0e-27 

64 

89 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



19654 



Seq. No. 


152829 


Seq. ID 


LIB3176-002-Q1-K1-C10 


Method 


BLASTN 


NCBI GI 


g2262135 


BLAST score 


108 


E value 


7.0e-54 


Match length 


277 


% identity 


96 


NCBI Description 


Arabidopsis thaliana BAC T10P11 from chromosome IV, near 15 




cM, complete sequence 


Seq. No. 


152830 


Seq. ID 


LIB317 6-002-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2829862 - 


BLAST score 


494 


E value 


3.0e-50 


Match length 


95 


% - identity 


100 


NCBI Description 


(AC002396) Similar to glucosyltransf erases [Arabidopsis 




thaliana] 


Seq. No. 


152831 


Seq. ID 


LIB317 6-002-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g4741948 


BLAST score 


429 


E value 


1.0e-42 


Match length 


80 


% identity 


100 


NCBI Description 


(AF134124) Lhcb2 protein [Arabidopsis thaliana] 


Seq. No. 


152832 


Seq. ID 


LIB3176-002-Q1-K1-C2 


Method 


BLASTN 


NCBI GI 


g3659491 


BLAST score 


42 


E value 


1.0e-14 


Match length 


50 


% identity 


96 


NCBI Description 


Sequence of BAC T22H22 from Arabidopsis thaliana chromosome 




1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


152833 


Seq. ID 


LIB3176-002-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl621268 


BLAST score 


261 


E value 


6. 0e-23 


Match lencrth. 


82 


% identity 


60 


NCBI Description 


(Z81012) unknown [Ricinus communis] 


Seq. No. 


152834 


Seq. ID 


LIB3176-002-Q1-K1-C4 


Method 


BLASTX 



19655 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl32074 
414 

6.0e-41 

80 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152835 

LIB3176-002-Q1-K1-C5 

BLASTX 

g4582468 

387 

1.0e-37 

79 

100 

(AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 

152836 

LIB3176-002-Q1-K1-C6 

BLASTX 

g3522929 

350 

2.0e-33 

68 
100 

(AC002535) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152837 

LIB3176-002-Q1-K1-C7 

BLASTN 

g3212846 

280 

1.0e-156 

280 
100 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152838 

LIB3176-002-Q1-K1-C8 

BLASTN 

g2924729 

133 

9.0e-69 

257 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNA5, complete sequence [Arabidopsis thaliana] 



PI clone j 



Seq. No. 
Seq. ID 



152839 

LIB3176-002-Q1-K1-C9 



19656 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3688182 

489 

1.0e-49 

93 

100 

(AL031804) 



P-Protein - like protein [Arabidopsis thaliana] 



152840 

LIB3176-002-Q1-K1-D1 

BLASTX 

g!66867 

343 

1.0e-32 

94 

72 

(J05216) ribosomal protein Sll (probable start codon at bp 
67) [Arabidopsis thaliana] 

152841 

LIB3176-002-Q1-K1-D10 

BLASTN 

g3927822 

286 

1.0e-160 

286 

100 

Arabidopsis thaliana chromosome II BAC F8N16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

152842 

LIB3176-002-Q1-K1-D11 

BLASTN 

g3449326 

47 

2.0e-17 

135 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19M22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



152843 

LIB3176-002-Q1-K1-D2 

BLASTX 

gl669387 

487 

2.0e-49 

96 

99 

(U41998) actin 2 [Arabidopsis thaliana] 
152844 

LIB3176-002-Q1-K1-D3 

BLASTX 

g231499 

185 

5.0e-14 



19657 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52 
71 

ACT IN 2 >gi_282920_pir S26435 actin - garden pea 

>gi_20635_emb_CAA48609_ (X68649) actin [Pisum sativum] 

152845 

LIB3176-002-Q1-K1-D4 

BLASTX 

gll70247 

394 

1.0e-38 

96 
76 

HEVEIN-LIKE PROTEIN PRECURSOR >gi_407248 (U01880) 
pre-hevein-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152846 

LIB3176-002-Q1-K1-D5 

BLASTX 

g!170028 

486 

2.0e-49 

95 

100 

GLUTAMATE-1- SEMI ALDEHYDE 2, 1-AMINOMUTASE 1 PRECURSOR (GSA 
1) (GLUTAMATE-1 -SEMI ALDEHYDE AMINOTRANSFERASE 1) ( GSA- AT 1) 
>gi_454357 (U03773) 

glutamate-l-semialdehyde-2, 1-aminomutase [Arabidopsis 
thaliana] 



Seq. No. 


152847 


Seq. ID 


LIB3176-002-Q1-K1-D6 


Method 


BLASTX 


NCBI GI 


g2809238 


BLAST score 


315 


E value 


3.0e-29 


Match length 


83 


% identity 


78 


NCBI Description 


(AC002560) F21B7.7 [Arabidopsis thaliana] 


Seq. No. 


152848 


Seq. ID 


LIB3176-002-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g3123745 


BLAST score 


261 


E value 


6.0e-23 


Match length 


58 


% identity 


91 


NCBI Description 


(AB013447) aluminum-induced [Brassica napus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



152849 

LIB3176-002-Q1-K1-D8 

BLASTN 

g4322420 

102 

2.0e-50 
203 



19658 



% identity 


91 


NCBI Description 


Arabidopsis thaliana cadmium resistance factor 1 (CRF1) 




mRNA, complete cds 


Sea No 


152850 


Seq. ID 


LIB3176-002-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3250674 


BLAST score 


148 


E value 


1.0e-09 


Match length 


92 


% identity 


37 


NCBI Description 


(AL02448 6) putative protein [Arabidopsis thaliana] 


Seq. No. 


152851 


Seq. ID 


LIB3176-002-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3004555 


BLAST score 


134 


E value 


4.0e-08 


Match length 


95 


% identity 


3 


NCBI Description 


(AC003673) similar to salt inducible protein [Arabidopsis 




thaliana] 


O C « IN \J . 


J- *J U -J 


Seq. ID 


LIB317 6-002-O1-K1-E11 


Method 


BLASTN 


NCBI GI 


g3869067 


BLAST score 


181 


E value 


2.0e-97 


Match length 


289 


% identity 


98 


NCBI Descrintion 


Arabidopsis thaliana genomic DNA, chromosome 5/ PI clones 




MCK7 , complete sequence [Arabidopsis thaliana] 


Sea. No 


152853 


Seq. ID 


LIB3176-002-Q1-K1-E12 


Method 


BLASTN 


NCBI GI 


g4206762 


BLAST score 


251 


E value 


1.0e-139 


Match length 


282 


% identity 


96 


NCBI D^ < ?r , "ri , nt* ion 

i-^l \«/ J—f -L. J— ' _1_ _1_ lw* \^ -1— ^w* X 1. 


A , rabido , n < ?i t"hal_ iaria r*el 1 wa T_ 1 — in la ^nia Tneirtfoif an© linker 




Drotein homoloa (CWLP1 mRNA. complete cds 


Sea No 


152854 


Seq. ID 


LIB3176-002-Q1-K1-E2 


Method 


BLASTN 


NCBI GI 


g4587641 


BLAST score 


207 


E value 


1.0e-113 


Ms +■ cln 1 ^nrr+~V> 

L ICl L. 1 ICUU Lli 


288 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F20D21 genomic 




sequence, complete sequence 




19659 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152855 

LIB3176-002-Q1-K1-E3 

BLASTN 

g2828180 

243 

1.0e-134 

290 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDK4, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152856 

LIB3176-002-Q1-K1-E5 

BLASTX 

gl32110 

380 

6.0e-37 

78 

96 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi__16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 





Seq. No. 


152857 




Seq. ID 


LIB3176-002-Q1-K1-E6 




Method 


BLASTN 




NCBI GI 


gl946354 




BLAST score 


290 




E value 


1.0e-162 




Match length 


290 




% identity 


100 




NCBI Description 


Arabidopsis thaliana chromo 






sequence, complete sequence 




Seq. No. 


152858 




Seq. ID 


LIB3176-002-Q1-K1-E7 




Method 


BLASTX 




NCBI GI 


g3451075 




BLAST score 


214 




E value 


2.0e-17 




Match length 


95 




% identity 


39 




NCBI Description 


(AL031326) putative protein 




Seq. No. 


152859 




Seq. ID 


LIB3176-002-Q1-K1-E9 




Method 


BLASTX 




NCBI GI 


g4337175 




BLAST score 


453 




E value 


2.0e-45 




Match length 


88 




% identity 


100 




NCBI Description 


(AC006416) ESTs gb T20589, 



T06B20 genomic 



19660 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



gb_T04111, gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_R90004, gb_T45020, gbJT42457, gb_T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 

152860 

LIB3176-002-Q1-K1-F1 

BLASTX 

gl706130 

444 

2.0e-44 

96 

89 

CDPK- RELATED PROTEIN KINASE (PK421) >gi_2129917_pir S60052 

calcium-dependent protein kinase homolog - carrot 
>gi_1103386_emb_CAA58750_ (X83869) CDPK-related protein 
kinase [Daucus carota] 



oeq. in o • 


1 R 9 fl £1 


oeq. 1JJ 
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g40Z4 /u 


bJjAbi score 


CI T 

01 / 


E value 








% identity 


100 


NCBI Description 


(U05218) ATP sulfurylase [Arabidopsis thaliana] 


beq. iMO . 


10Z 0 0,£ 


beq. 1JJ 


lil box / o-UUz-v K >l"*Kl-r 11 


Method 


"DT 7\ CTTV 
l51i/\b i A 




gi 1 


BLAST score 


yi a c\ 
44U 


E value 


D . Ue 4141 


rid L -LfcJIiy Lil 






86 


NCBI Description 


ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL> 




>gi_553043 (M83534) isocitrate lyase [Arabidopsis 


Seq. No, 


152863 


Seq. ID 


LIB3176-002-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g4220527 


BLAST score 


167 


E value 


6.0e-12 


Match length 


47 


% identity 


60 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana! 


Seq. No. 


152864 


Seq. ID 


LIB3176-002-Q1-K1-F2 


Method 


BLASTN 


NCBI GI 


g3869074 


BLAST score 


287 


E value 


1.0e-160 


Match length 


291 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 



19661 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0 



MMI9, complete sequence [Arabidopsis thaliana] 
152865 

LIB3176-002-Q1-K1-F3 

BLASTX 

g4587611 

322 

4.0e-30 

65 

98 

(AC006951) putative 40S ribosomal protein S17 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152866 

LIB3176-002-Q1-K1-F4 

BLASTX 

gl071912 

364 

5.0e-35 

83 

90 

cysteine synthase (EC 4.2.99.8) cpACSl - Arabidopsis 
thaliana >gi_572517_emb_CAA57344__ (X81698) cysteine 
synthase [Arabidopsis thaliana] 

152867 

LIB3176-002-Q1-K1-F6 

BLASTN 

g3492855 

148 

5.0e-78 

152 

99 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152868 

LIB3176-002-Q1-K1-F9 

BLASTX 

gl710581 

435 

2.0e-43 

88 

98 

60S RIBOSOMAL PROTEIN L9 >gi_2129720__pir S71255 ribosomal 

protein L9 - Arabidopsis thaliana >gi_1107489_emb_CAA63024_ 
(X91958) 60S ribosomal protein L9 [Arabidopsis thaliana] 

152869 

LIB3176-002-Q1-K1-G1 

BLASTX 

g4115377 

391 

3.0e-38 

95 

80 

(AC005967) unknown protein [Arabidopsis thaliana] 



19662 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152870 

LIB3176-002-Q1-K1-G10 

BLASTN 

g2351072 

285 

1.0e-159 

289 
100 

Arafoidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYC6, complete sequence [Arabidopsis thaliana] 

152871 

LIB3176-002-Q1-K1-G11 

BLASTN 

g4662640 

80 

4.0e-37 

257 

17 

Arabidopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152872 

LIB3176-002-Q1-K1-G12 

BLASTX 

g4581146 

396 

8.0e-39 

80 

100 

(AC006919) putative fructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

152873 

LIB3176-002-Q1-K1-G2 

BLASTX 

gl26766 

509 

5.0e-52 

96 

98 

MALATE SYNTHASE, GLYOXYSOMAL >gi_68216_pir SYRPMA malate 

synthase (EC 4.1.3.2), glyoxysomal - rape >gi_167150 
(J04468) malate synthase (EC 4.1.3.2} [Brassica napus] 

152874 

LIB317 6-002-Q1-K1-G3 

BLASTX 

gl363489 

528 

3.0e-54 

95 

100 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 



19663 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152875 

LIB3176-002-Q1-K1-G4 

BLASTX 

g99992 

298 

3.0e-27 

80 
48 

protein disulf ide-isomerase (EC 5. 3 ,4.1) precursor - 
alfalfa (clone B2) >gi_166418 (M82973) putative 
endomembrane protein; putative [Medicago sativa] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152876 

LIB3176-002-Q1-K1-G5 

BLASTN 

g4585890 

168 

1.0e-89 

278 
100 

Arabidopsis thaliana chromosome II BAC T3G21 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152877 

LIB3176-002-Q1-K1-G6 

BLASTX 

g544425 

424 

4.0e-42 

82 

100 

GLYCINE-RICH RNA- BINDING PROTEIN 8 (CCR1 PROTEIN) 

>gi_419756_pir S30148 glycine-rich protein (clone AtGRP8) 

- Arabidopsis thaliana >gi_16305_emb_CAA78712_ (214988) 
glycine rich protein [Arabidopsis thaliana] >gi_16€658 
(L04171) ORF [Arabidopsis thaliana] >gi_166839 (L00649) 
RNA-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152878 

LIB3176-002-Q1-K1-G7 

BLASTN 

g4589434 

166 

1.0e-88 

166 

100 

Arabidopsis thaliana genomic 
MNJ7, complete sequence 



DNA, chromosome 5, PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



152879 

LIB3176-002-Q1-K1-G8 

BLASTX 

gl362078 

224 

1.0e-18 
57 



19664 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

endo-1, 4-beta-D-glucanase, xyloglucan-specif ic (clone NXG1) 
- common nasturtium >gi_311835_emb_CAA48324_ (X68254) 
cellulase [Tropaeolum ma jus] 

152880 

LIB3176-002-Q1-K1-G9 

BLASTX 

g4220446 

302 

9.0e-28 

76 

80 

(AC006216) Strong similarity to gi_2062155 T02O04.2 
mitochondrial processing peptidase alpha subunit precusor 
isolog from Arabidopsis thaliana BAC gb_AC001645. ESTs 
gb_Z18504 and gb_AA395715 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 


152881 


Sea ID 


LIB3176-002-O1-K1-H1 




JJJJTliJ X LN 


NCBI GI 


g4220627 


BLAST score 


121 


E value 


1. Oe-61 


Match lencrth 


326 


% identitv 


6 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 




K20J1, complete sequence [ Arabidopsis thaliana] 


o t: n • v* \j • 








Method 


BLASTX 


NCBI GI 


g3860247 


BLAST score 


501 


E value 


4.0e-51 


Match length 


95 


% identity 


98 


NCBI Description 


(AC005824) unknown protein [Arabidopsis thaliana] 


Seq. No. 


152883 


Seq. ID 


LIB3176-002-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g!16392 


BLAST score 


438 


E value 


1.0e-43 


Match length 


84 


% identity 


100 


NCBI Description 


CHALCONE SYNTHASE ( NARINGEN I N- CHALCONE SYNTHASE) 




>gi 66543 pir SYMUCN naringenin-chalcone synthase 




2.3.1.74) - Arabidopsis thaliana >gi_166670 (M20308 




chalcone synthase [Arabidopsis thaliana] 


Seq. No. 


152884 


Seq. ID 


LIB3176-002-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g461729 



(EC 



19665 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



430 

1.0e-42 

90 
96 

10 KD CHAPERONIN (PROTEIN CPN10) (PROTEIN GROES) 

>gi_2146744_pir S65597 probable chaperonin, 10K - 

Arabidopsis thaliana >gi_166662 (L02843) 10 kDa chaperonin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152885 

LIB3176-002-Q1-K1-H2 

BLASTN 

g3128143 

94 

2.0e-45 

232 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTI20, complete sequence [Arabidopsis thaliana] 



PI clone: 



Sea No 


152886 

-I. -J \J \J \J 


Spa TD 




Method 


BLASTX 


NCBI GI 


a2623881 


BLAST score 


507 


E. value 


8.0e-52 


Match length 


95 


o XU.CI1 1 — L y 






\ r\£ u ji jio J v^.cl Laiaoc j_ ixa.^JiJ.ciiiU.o oaLlvuoj 


Spa Ma 


152887 


OcvJ. ±U 


JjIdji / o uuz yiM ri / 


Method 


BLASTN 


NCBI GI 


g3128143 


BLAST score 


56 


E value 


9.0e-23 


Match length 


153 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5 




MTI20, complete sequence [Arabidopsis thaliana 


Seq. No. 


152888 


Seq. ID 


LIB3176-002-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3402676 


BLAST score 


91 


E value 


4.0e-03 


Match length 


31 


% identity 


21 


NCBI Description 


(AC004697) putative myrosinase-binding protein 




thaliana] 


Seq. No. 


152889 


Seq. ID 


LIB3176-002-Q1-K1-H9 


Method 


BLASTN 


NCBI GI 


g3046851 


BLAST score 


222 



PI clone: 



[Arabidopsis 



19666 



E value 
Match length 
% identity 
NCBI Description 



1.0e-122 

234 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIJ24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


152890 


Seq. ID 


LIB317 6-003-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


gl906826 


BLAST score 


231 


E value 


1.0e-19 


Match length 


44 


% identity 


100 


NCBI Description 


(Y11827) heat shock protein [Arabidopsis thaliana] 


Sea No . 


152891 


Qprr TD 

Kj » J- IS 


LTB317 6-003-P1-K1-A10 


Method 


BLASTX 




0-44^401 S 






Hi VuJ. LAC 


1.0e-68 


Match lencrth 


124 




99 


NCBI Description 


(AL035396) putative protein [Arabidopsis thaliana] 




1 JlL. U ^ 




T.TR*31 7fi-D0^-Pl -K1 -A1 1 

IJlDJl / \t \J \J *J IT -L I\ -L ill X 


Li" L11UU 




NCBI GI 


a3859658 


LJJ_IXlkJ X O LUi C 


107 


Hi V fll LLC 




Mat ch l^ncrt h 


349 


% identity 


97 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone Tl 




(ESSAII project) 


Seq. No. 


152893 


Seq. ID 


LIB3176-003-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g2244750 


BLAST score 


320 


E value 


5.0e-30 


Match length 


63 


% identity 


100 



NCBI Description (Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 

>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



152894 

LIB3176-003-P1-K1-A6 

BLASTX 

gl37465 

400 

2.0e-39 

82 

98 



19667 



NCBI Description 



VACUOLAR ATP SYNTHASE SUBUNIT B (V-ATPASE B SUBUNIT) 

(V-ATPASE 57 KD SUBUNIT) >gi_81637_pir A31886 

H-i— transporting ATPase (EC 3.6.1.35) 57K chain - 
Arabidopsis thaliana >gi_166627 (J04185) nucleotide-binding 
subunit of vacuolar ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152895 

LIB3176-003-P1-K1-A7 

BLASTX 

g2062157 

622 

4.0e-65 
122 
29 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152896 

LIB3176-003-P1-K1-A8 

BLASTX 

g99688 

558 

1.0e-57 

109 
98 

translation elongation factor eEF-1 alpha chain (gene A4) 
Arabidopsis thaliana >gi_29578 9_emb_CAA34456_ (X16432) 
elongation factor 1-alpha [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152897 

LIB317 6-003-P1-K1-A9 

BLASTX 

gl854445 

270 

4.0e-24 

68 

78 

(D83971) CPRD14 protein [Vigna unguiculata] 



152898 

LIB3176-003-P1-K1-B1 

BLASTN 

g4454022 

173 

9.0e-93 

224 

94 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F9D16 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



152899 

LIB3176-003-P1-K1-B2 

BLASTX 

g2911085 

327 

5.0e-31 

70 



19668 



% identity 

NCBI Description 



99 

(AL021960) photosystem II oxygen-evolving complex protein 
3-like [Arabidopsis thaliana] >gi_3402748_emb_CAA20194 . 1_ 
(AL031187) photosystem II oxygen-evolving complex protein 3 
- like [Arabidopsis thaliana] 



Seq. No. 


152900 


Seq. ID 


LIB317 6-003-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2143227 


BLAST score 


418 


E value 


2.0e-41 


Match length 


90 


% identity 


90 


NCBI Description 


{ Yl 3 3 5 6 ) glyoxy s omal 


Seq. No. 


152901 


Seq. ID 


LIB3176-003-P1-K1-B7 


Method 


BLASTN 


NCBI GI 


g4589440 


BLAST score 


152 


E value 


3.0e-80 


Match length 


187 


% identity 


94 


NCBI Description 


Arabidopsis thaliana 



chromosome 3, PI clone: 



MSD21, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152902 

LIB3176-003-P1-K1-B8 

BLASTN 

g2618599 

125 

5.0e-64 

248 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBD2, complete sequence [Arabidopsis thaliana] 



152903 

LIB3176-003-P1-K1-C1 

BLASTN 

g4454022 

222 

1.0e-122 

230 

100 

Arabidopsis thaliana 
(ESSAII project) 



PI clone: 



DNA chromosome 4, BAC clone F9D16 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



152904 

LIB3176-003-P1-K1-C10 

BLASTX 

gl362108 

416 

5.0e-41 

92 

92 



19669 



NCBI Description histone H3 homolog - common tobacco 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152905 

LIB3176-003-P1-K1-C11 

BLASTN 

g3702735 

319 

1.0e-179 

327 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQL5, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152906 

LIB3176-003-P1-K1-C4 

BLASTN 

g3510340 

270 

1.0e-150 

282 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDN11, complete sequence [Arabidopsis thaliana] 



PI clone 



152907 

LIB3176-003-P1-K1-D1 

BLASTN 

g4063737 

191 

1.0e-103 

195 

99 

Arabidopsis thaliana chromosome II BAC F24D13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



152908 

LIB3176-003-P1-K1-D10 

BLASTN 

g2264307 

66 

5.0e-29 

130 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MED24, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152909 

LIB3176-003-P1-K1-D3 

BLASTN 

g2584827 

178 

8.0e-96 

194 

98 

Arabidopsis thaliana chromosome 1 BAC F12F1 
complete sequence [Arabidopsis thaliana] 



sequence, 



19670 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152910 

LIB3176-003-P1-K1-D4 

BLASTN 

g!66654 

47 

1.0e-17 

95 
87 

Arabidbpsis thaliana calmodulin-3 mRNA, 3 1 end 
152911 

LIB3176-003-P1-K1-D6 

BLASTN 

g2264311 

206 

1.0e-112 

375 

99 

Arabidopsis thaliana genomic DNA, chromosome 5 f 
MLN1, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152912 

LIB3176-003-P1-K1-D8 

BLASTX 

g4191778 

117 

2.0e-06 

60 

70 

(AC005917) putative nucleosome assembly protein I 
[Arabidopsis thaliana] 



Seq. No. 


152913 


Seq. ID 


LIB3176-003-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g3915824 


BLAST score 


328 


E value 


2.0e-30 


Match length 


64 


% identity 


100 


NCBI Description 


[Segment 2 of 2] 60S 


Seq. No. 


152914 


Seq. ID 


LIB3176-003-P1-K1-E1 


Method 


BLASTN 


NCBI GI 


g4455321 


BLAST score 


176 


E value 


1.0e-94 


Match length 


176 


% identity 


50 


NCBI Description 


Arabidopsis thaliana 




(ESSAII project) 


Seq. No. 


152915 


Seq. ID 


LIB3176-003-P1-K1-E1 


Method 


BLASTN 


NCBI GI 


g4490734 



RIBOSOMAL PROTEIN L5 



F4I10 



19671 



BLAST score 


251 


E value 


1.0e-139 


Match length 


357 


% identity 


98 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone (ESSA 




project ) 


Seq. No. 


152916 


Seq. ID 


LIB3176-003-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3983125 


BLAST score 


146 


E value 


3.0e-09 


Match length 


47 


% identity 


70 


NCBI Description 


(AF097 648 ) phosphate/triose-phosphate translocator 




precursor [Arabidopsis thaliana] 


Seq. No. 


152917 


Seq. ID 


LIB3176-003-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl32863 


BLAST score 


370 


E value 


7.0e-36 


Match length 


72 


% identity 


96 


NCBI Descriotion 


CHLOROPLAST 50S RIBOSOMAL PROTEIN L2 


>gi 12214 erab CAA46568 (X65615) ribosomal protein L2 




[Sinapis alba] 


Sea No . 


152918 


Seq. ID 


LIB3176-003-P1-K1-E4 


Method 


BLASTX 


NCBI GI 


g4741186 


BLAST score 


291 


E value 


2.0e-26 


Match length 


57 


% identitv 


95 


NCBI Description 


(AL04974 6) putative protein [Arabidopsis thaliana] 


Sea. No* 


152919 


Seq. ID 


LIB317 6-003-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g399013 


BLAST score 


267 


E value 


1.0e-23 


Match length 


68 


% identity 


82 


NCBI Description 


ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 




(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 



>gi_99658j?ir S21313 ADP, ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_l 61 7 5_emb_CAA4 65 18_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

Seq. No. 152920 



19672 



Seq. ID 


LIB3176-003-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


gl350720 


BLAST score 


543 


E value 


8.0e-56 


Match length 


111 


% identity 


94 


NCBI Description- 


60S RIBOSOMAL PROTEIN 


Seq. No. 


152921 


Seq. ID 


LIB3176-003-P1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl32102 


BLAST score 


534 


E value 


8.0e-55 


Match length 


106 


% identity 


98 


NCBI Description 


RIBULOSE BIS PHOSPHATE 



RBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 





thaliana] 


Seq. No. 


152923 


Seq. ID 


LIB3176-003 


Method 


BLASTN 


NCBI GI 


g2244901 


BLAST score 


192 


E value 


1.0e-104 


Match length 


213 


% identity 


53 


NCBI Description 


Arabidopsis 




fragment No 


Seq. No. 


152924 


Seq. ID 


LIB3176-003 


Method 


BLASTX 


NCBI GI 


g267069 


BLAST score 


484 



152922 

LIB3176-003-P1-K1-E9 

BLASTX 

g730645 

428 

2.0e-42 

100 

87 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA80679_ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi_313188_emb_CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB70449__ (AC000104) 
Strong similarity to Oryza 4 OS ribosomal protein S15. ESTs 
gb R29788,gb ATTS0365 come from this gene. [Arabidopsis 



-Kl-Fl 



DNA chromosome 4, ESSA I contig 



19673 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-49 

90 
99 

TUBULIN ALP HA- 2 /ALPHA- 4 CHAIN >gi_320183jpir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_l 66914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84 697) alpha-4 tubulin [Arabidopsis thaliana] 



152925 

LIB3176-003-P1-K1-F12 

BLASTN 

g2244829 

399 

0.0e+00 

475 

100 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



152926 

LIB3176-003-P1-K1-F2 

BLASTX 

g2506443 

479 

2.0e-48 

95 

98 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3 -phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) [Arabidopsis thaliana] 



152927 

LIB3176-003-P1-K1-F4 

BLASTN 

g4589412 

193 

1.0e-104 

349 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
F6N7, complete sequence 



PI clone: 



152928 

LIB3176-003-P1-K1-F6 

BLASTX 

g4581146 

641 

3.0e-67 

127 

99 

(AC006919) putative f ructose-bisphosphate aldolase. 



19674 



# 



cytoplasmic [Arabidopsis thaliana] 



Seq. No. 


152929 


Seq. ID 


LIB3176-003-P1-K1-F7 


Method 


BLASTN 


NCBI GI 


g2245073 


BLAST score 


234 


F. va 1 hp 

J-J V CA _l_ \*L 


1.0e-129 


Matph 1 pnnth 

L ACL L>11 


317 


% identitv 


97 


NCBI DesrriDtion 


Arabidopsis thaliana DNA chromo sortie 4, ESSA 




fragment No 


Sea No 


152930 


Seq. ID 


LIB3176-003-P1-K1-F8 


Method 


BLASTN 


NCBI GI 

vJJ J. vJ -L- 


a547390 


RT.AST qrnrp 


426 


£j Val Uc 


o op+no 

VJ * VJ C • VJ VJ 


Match lencrth 


449 






TvlfRT np^pTi Tit* t on 

LN ^ J_J X UCOUJ LU LXUli 


Aralni Hnricji t"h^li^na TRAP mRNA. Dartial cds 


Seer. No. 


152931 


Seq. ID 


LIB3176-003-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


gll3026 


BLAST score 


701 


E value 


3.0e-74 


Match length 


149 


% identity 


90 


NCBI Description 


ISOCITRATE LYASE (ISOCITRASE) (ISOCITRATASE) 



(ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate- lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 

isocitrate lyase [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152932 

LIB3176-003-P1-K1-G1 

BLASTX 

g2149051 

228 

2.0e-19 

46 

96 

(U73810) small Ras-like GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



152933 

LIB3176-003-P1-K1-G10 

BLASTX 

g399046 

371 

2.0e-35 
76 



19675 



% identity 

NCBI Description 



100 

ADENINE PHOS PHORI BOS YLTRANS FERASE 1 (APRT) 

>gi_99657_pir S20867 adenine phosphoribosyltransf erase 

2.4.2.7) - Arabidopsis thaliana >gi_16164_emb_CAA414 97_ 
(X58640) adenine phosphoribosyltransf erase [Arabidopsis 
thaliana] >gi_433050 (L19637) adenine 
phosphoribosyltransferase [Arabidopsis thaliana] 
>gi_3935182 (AC004557) F17L21.25 [Arabidopsis thaliana] 



(EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152934 

LIB3176-003-P1-K1-G11 

BLASTN 

g4757409 

71 

1.0e-31 

446 

66 

Arabidopsis thaliana genomic DNA, chromosome 3, Pi clone; 
MVC8, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152935 

LIB3176-003-P1-K1-G12 

BLASTN 

g4757409 

71 

"l.0e-31 
446 
65 

Arabidopsis thaliana genomic DNA, 
MVC8, complete sequence 



chromosome 3, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152936 

LIB3176-003-P1-K1-G2 

BLASTN 

gl906829 

85 

1.0e-40 

93 

98 

A. thaliana hsp88.1 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152937 

LIB3176-003-P1-K1-G3 

BLASTN 

g2264302 

98 

4.0e-48 

150 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC12, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



152938 

LIB3176-003-P1-K1-G4 

BLASTN 

g4468801 

322 



19676 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

451 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



152939 

LIB3176-003-P1-K1-G6 

BLASTX 

gl531762 

195 

7.0e-15 

51 
75 

(Y07765) S-adenosylmethionine decarboxylase 
thaliana] 



F6G17 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



152940 

LIB3176-003-P1-K1-G7 

BLASTN 

g3128135 

166 

2.0e-88 

387 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K19E1, complete sequence [Arabidopsis thaliana] 



TAC clone 



152941 

LIB3176-003-P1-K1-G8 

BLASTN 

g3687221 

118 

5.0e-60 

190 

100 

Arabidopsis thaliana chromosome II BAC F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



152942 

LIB3176-003-P1-K1-H1 

BLASTX 

g99752 

437 

1.0e-43 

81 
100 

protochlorophyllide reductase 
Arabidopsis thaliana 



(EC 1.3.1.33) precursor - 



152943 

LIB3176-003-P1-K1-H4 

BLASTX 

g4572678 

684 

3.0e-72 
144 



19677 



% identity 

NCBI Description 



O 

92 

(AC006954) putative plasma membrane ATPase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152944 

LIB3176-003-P1-K1-H5 

BLASTN 

g870791 

77 

1.0e-35 

150 

87 

Arabidopsis thaliana polyubiquitin (ubqlO) mRNA, complete 
cds 

152945 

LIB3176-003-P1-K1-H7 

BLASTN 

g2351071 

241 

1.0e-133 

272 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MVA3, complete sequence [Arabidopsis thaliana] 

152946 

LIB3176-003-P1-K1-H8 

BLASTX 

gll5783 

303 

6.0e-28 

65 

91 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



152947 

LIB3176-003-P1-K1-H9 

BLASTX 

g730526 

424 

4.0e-42 

118 

72 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 

152948 

LIB3176-004-P1-K1-A1 

BLASTX 

g4678262 

558 



19678 



E value 
Match length 
% identity 
NCBI Description 



1.0e-57 

106 
98 

(AL049657) argininosuccinate synthase-like protein 
[Arabidopsis thaliana] 



Seq. No. 


152949 


Sea. ID 


LIB3176-004-P1-K1-A10 


Method 


BLASTX 


NCBI GI 


g4586244 


BLAST score 


279 


E value 


1.0e-24 


Match lencrth 


135 


% identity 


41 


NCBI Description 


(AL049640) putative protein [Arabidopsis thaliana] 


Spct No 


152950 




LIB317 6-004-P1-K1-A11 




BLASTX 


NCRT GI 


a4240120 




fin? 


K value 1 


1.0e-62 


Match lpnnth 


114 


% identity 


100 


NCBI Description 


(AB007801) cytochrome b5 [Arabidopsis thaliana] 




X «J £~ J JX 


OC^ • X. U 


LIR317 6-004-P1-K1-A2 


M^tViod 


BLASTX 


NPRT (IT 

LMVDI V7-L 




XOlarlO X OUUIc 




"R va 1 IIP 
Ha v ax lxc 


4 Oe-52 


Ma - t~r , H 1 P"nn"i"h 


99 


% identity 


98 


NCBI Description 


(AC002311) phosphoglucomutase [Arabidopsis thaliana 


Seq. No. 


152952 


Seq. ID 


LIB3176-004-P1-K1-A3 


Method 


BLASTX 


NCBI GI 


gl20675 


BLAST score 


438 


E value 


1.0e-43 


Match length 


102 


% identity 


82 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 



>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA27844_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



152953 

LIB3176-004-P1-K1-A5 

BLASTX 

g2407802 

309 

2.0e-28 
64 



19679 






% identity 


98 




NCBI Description 


(Y12576) histone H2B [Arabidopsis thaliana] 




Sea No 


152954 




Seq. ID 


LIB3176-004-P1-K1-A7 




Method 


BLASTX 




NCBI GI 


g445612 




BLAST score 


375 




E value 


3. 0e-36 




Match length 


80 




% identity 


90 




NCBI Description 


ribosomal protein S19 [Solanum tuberosum] 




Sea. No. 


152955 




Seq. ID 


LIB3176-004-P1-K1-A8 




Method 


BLASTN 




NCBI GI 


gl402935 




BLAST score 


102 




E value 


4.0e-50 




Match length 


173 




% identity 


87 




NCBI Description 


A. thaliana genomic DNA fragment (ecotype MARBURG-0) 




Sea No 


152956 

-X. w ~s \y 




Seq. ID 


LIB3176-004-P1-K1-B1 


if 


Method 


BLASTX 


Sis; 


NCBI GI 


g4309738 




BLAST score 


246 




E value 


5.0e-21 


:sssf 


Matfh 1 PTirrth 


94 






52 


si 


NCBI Description 


(AC006439) putative tubby protein [Arabidopsis thaliana 




S p rr No 


152957 




Sea ID 


LIB3176-004-P1-K1-B10 


H 


Method 


BLASTN 




NCBI GI 


gl871173 


o 


BLAST score 


481 




E value 


0.0e+00 




Match length 


497 


w 


% identity 


99 




NCBI DescriDtion 


Arabidopsis thaliana chromosome II BAC T06D20 genomic 






sequence, complete sequence 




S^a Nn 


152958 




Seq. ID 


LIB3176-004-P1-K1-B12 




Method 


BLASTN 




NCBI GI 


g2494106 




BLAST score 


101 




E value 


1.0e-49 




Match lenath 


290 




% identity 


92 




NCBI Description 


Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence 






complete sequence [Arabidopsis thaliana] 




Seq. No. 


152959 




Seq. ID 


LIB3176-004-P1-K1-B4 



19680 



Method 

NCBI GI 

B.LAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4490732 

614 

5.0e-65 

128 

99 

(AL035709) 



phosphoenolpyruvate carboxykinase (ATP) -like 



protein [Arabidopsis thaliana] 
152960 

LIB317 6-004-P1-K1-B5 

BLASTX 

g4704613 

508 

7.0e-52 

100 

94 

(AF109695) monodehydroascorbate reductase [Brassica juncea] 
152961 

LIB3176-004-P1-K1-B7 

BLASTX 

gl702986 

484 

6.0e-49 

98 

100 

14-3-3-LIKE PROTEIN GF14 CHI >gi_1255987 (U09377) GF14chi 
isoform [Arabidopsis thaliana] >gi_1256534 (L09112) GF14 
chi chain [Arabidopsis thaliana] 

152962 

LIB3176-004-P1-K1-B8 

BLASTN 

g2656030 

21 

7.1e-02 

335 

65 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUL8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152963 

LIB3176-004-P1-K1-B9 

BLASTN 

g4835223 

278 

1.0e-155 

377 

100 

Arabidopsis thaliana DNA chromosome 3, 
(ESSA project) 



BAC clone F18B3 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



152964 
LIB3176-004- 
BLASTX 
g4455256 



■P1-K1-C1 



19681 





"IIP 


w 


T2T ACT 1 o^^v^ 

nlj/io 1 SCOre 






Jli value 


X » Uc DO 




Match length 


122 






i on 




NCBI Description 


(AL035523) protein-methionine- 
[Arabidopsis thaliana] 


-S-oxide reductase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152965 

LIB3176-004-P1-K1-C10 

BLASTN 

g3869067 

204 

l.Oe-111 

252 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCK7, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152966 

LIB3176-004-P1-K1-C11 

BLASTX 

gl931640 

287 

8.0e-26 

107 

54 

(U95973) Serine carboxypeptidase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152967 

LIB3176-004-P1-K1-C12 

BLASTX 

g4587572 

701 

3.0e-74 

135 

99 

(AC006550) Similar to gb_U7 0 015 . lysosomal trafficking 
regulator from Mus musculus and contains 2 PF_00400 WD40, 
G-beta repeats. ESTs gb_T43386 and gb_AA395236 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152968 

LIB3176-004-P1-K1-C2 

BLASTX 

g4455364 

320 

1.0e-29 

128 

47 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 152969 

Seq. ID LIB3176-004-P1-K1-C3 

Method BLASTX 

NCBI GI g2832661 



19682 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



601 

l,0e-62 

137 

91 

(AL021710) pherophorin 
thaliana] 



- like protein [Arabidopsis 



152970 

LIB317 6-004-P1-K1-C4 

BLASTX 

g4454464 

539 

3.0e-55 

127 

83 

(AC006234) unknown protein [Arabidopsis thaliana] 
152971 

LIB3176-004-P1-K1-C5 

BLASTX 

g2062161 

559 

1.0e-57 

108 

50 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. 
Seq. 



No. 

ID 



152972 

LIB3176-004-P1-K1-C6 



Method 


BLASTN 


NCBI GI 


g2088638 


BLAST score 


152 


E value 


6.0e-80 


Match length 


383 


% identity 


98 


NCBI Description 


Arabidop: 




sequence 


Seq. No. 


152973 


Seq. ID 


LIB3176- 


Method 


BLASTX 


NCBI GI 


g3256066 


BLAST score 


456 


E value 


6.0e-46 


Match length 


92 


% identity 


99 


NCBI Description 


(Y13987) 


Seq. No. 


152974 


Seq. ID 


LIB3176- 


Method 


BLASTX 


NCBI GI 


g3367568 


BLAST score 


410 


E value 


3.0e-40 


Match length 


115 


% identity 


64 



complete sequence [Arabidopsis thaliana] 



19683 




NCBI Description (AL031135) protein kinase - like protein [Arabidopsis 
thaliana] 





Seq. No. 


152975 




Seq. ID 


LIB3176-004-P1-K1-C9 




Method 


BLASTN 




NCBI GI 


g4559344 




i_^> XJxi-O X O V- _L* 


326 




TT va 1 IIP 

ill V CI X. 


0 Oe+00 




Match length 


351 




% i Hpnt* "i t v 


9 




NCBI Descrit>tion 


Arabidopsis thaliana chromosome II BAC F27C12 genomic 






sequence, complete sequence 




Seq. No, 


152976 




Seq. ID - 


LIB3176-004-P1-K1-D1 




Method 


BLASTN 




NCBI GI 


g2264321 




BLAST score 


246 




F. 1 np 

±_J V axuc 


1 Oe-136 




Match length 


369 




O lUClillLj 


98 






Arabidopsis thaliana genomic DNA/ chromosome 5, PI clone 


w 




MXM12, complete sequence [Arabidopsis thaliana] 


™: 


Seq. No. 


152977 




Seq. ID 


LIB3176-004-P1-K1-D10 




Me1" hoH 


BLASTX 




KfPRT (IT 


^Jll Z> Zr *J 


•sasF 


JQX-UTlO J. 


244 




TT, v3 1 HP 


1.0e-20 




net ii xciiy 


43 


y = 


o lUCllLXLy 


98 




NCBI Description 


(AB010259) DRH1 [Arabidopsis thaliana] 


H 


Seq. No. 


152978 




Seq. ID 


LIB3176-004-P1-K1-D11 




Method 


BLASTX 




NCBI GI 


g3599491 




BLAST score 


191 




E value 


2.0e-14 




Msi~ph 1 ennt~h 


45 






82 




MPRT Dpsfrinfion 


(AF085149) putative aminotransferase [Capsicum chinense] 




Seq. No. 


152979 




Seq. ID 


LIB3176-004-P1-K1-D12 




Method 


BLASTN 




NCBI GI 


gl946354 




BLAST score 


366 




E value 


0. Oe+00 




Match length 


416 




% identity 


99 




NCBI Description 


Arabidopsis thaliana chromosome II BAC T06B20 genomic 






sequence, complete sequence 




Seq. No. 


152980 



19684 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-004-P1-K1-D2 

BLASTX 

g464707 

373 

8.0e-36 

85 
85 

40S RIBOSOMAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273__ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi__3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538 910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

152981 

LIB3176-004-P1-K1-D5 

BLASTX 

g!168258 

454 

2.0e-45 

110 

82 

ASPARTATE AMINOTRANSFERASE, CHLOROPLAST PRECURSOR 
(TRANSAMINASE A) >gi_693692 (U15034) aspartate 
aminotransferase [Arabidopsis thaliana] 

152982 

LIB3176-004-P1-K1-D6 

BLASTN 

g!946354 

228 

1.0e-125 

293 

98 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 

152983 

LIB3176-004-P1-K1-D7 

BLASTX 

g3492806 

230 

5.0e-19 

97 

47 

(AJ225045) adventitious rooting related oxygenase [Malus 
domestica] 



19685 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PI clone: 



152984 

LIB3176-004-P1-K1-D8 
BLASTN 
g2924729 
224 

1.0e-123 
367 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNA5, complete sequence [Arabidopsis thaliana] 

152985 

LIB3176-004-P1-K1-E1 

BLASTX 

g4454036 

761 

3.0e-81 

139 

100 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152986 

LIB3176-004-P1-K1-E10 

BLASTX 

g4204285 

741 

2.0e-78 

146 

95 

(AC003027) lclj?rt_seq No definition line found 
[Arabidopsis thaliana] 

152987 

LIB3176-004-P1-K1-E12 

BLASTX 

g2501056 

735 

3.0e-78 

140 

99 

SERYL-TRNA SYNTHETASE (SERINE — TRNA LIGASE) (SERRS) 

>gi_2129737jpir S71293 seryl-tRNA synthetase - Arabidopsis 

thaliana >gi_1359497_emb_CAA94388__ (Z70313) seryl-tRNA 
Synthetase [Arabidopsis thaliana] 

152988 

LIB3176-004-P1-K1-E2 

BLASTX 

g2506276 

567 

2.0e-58 

113 

100 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR (60 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 
>gi_2129561_pir S71235 chaperonin-60 alpha chain - 



19686 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



Arabidopsis thaliana >gi_1223910 (U4 9357) chaperonin-60 
alpha subunit [Arabidopsis thaliana] 

>gi_4510416_gb_AAD21502.1_ (AC006929) putative rubisco 
binding protein alpha subunit [Arabidopsis thaliana] 

152989 

LIB3176-004-P1-K1-E3 

BLASTX 

g3319350 

601 

1.0e-62 

118 
100 

(AF077407) No definition line found [Arabidopsis thaliana] 
152990 

LIB3176-004-P1-K1-E4 

BLASTN 

g2264304 

168 

1.0e-89 

225 
54 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBG8, complete sequence [Arabidopsis thaliana] 

152991 

LIB3176-004-P1-K1-E6 

BLASTN 

g4741928 

252 

1.0e-140 

264 
99 

Arabidopsis thaliana membrane related protein CPS mRNA, 
complete cds 

152992 

LIB3176-004-P1-K1-E7 

BLASTX 

g3850580 

504 

3.0e-51 

97 

96 

(AC005278) Strong similarity to gb__D14550 extracellular 
dermal glycoprotein (EDGP) precursor from Daucus carota. 
ESTs gb_84105 and gb_AI100071 come from this gene. 
[Arabidopsis thaliana] 

152993 

LIB3176-004-P1-K1-E8 

BLASTX 

gl702988 

421 

2.0e-41 

109 



19687 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

14-3-3-LIKE PROTEIN GF14 OPSILON >gi_1508785 (L09109) GF14 
upsilon chain [Arabidopsis thaliana] 

>gi_2232148_gb_AAB62225_ (AF001415) 14-3-3-like protein 
GF14 upsilon [Arabidopsis thaliana] 

152994 

LIB3176-004-P1-K1-E9 

BLASTX 

g3355468 

371 

1.0e-35 

112 

74 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 



Seq. No. 


152995 


Seq. ID 


LIB3176-004-P1-K1-F1 


Method 


BLASTN 


NCBI GI 


J.-J j \J ^ 


BLAST qrnrp 


11 ^ 
ll J 


E value 


7 . Oe-57 


Match length 


251 


% identity 


97 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clo 




PCI 1 Cdrmn 1 pt"P o c» m iodpp 






Seq. ID 


LIB317 6-004-P1-K1-F10 


11G L11UU 




NPRT (IT 




BLAST score 


170 


E value 


5. Oe-91 


Match length 


182 


% identity 


98 


NCBI Description 


A. thaliana gene for acetohydroxy acid isomeroreductase 


Seq. No. 


152997 


Seq. ID 


LIB3176-004-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g4138912 


BLAST score 


516 


E value 


2.0e-52 


Match length 


106 


% identity 


83 


NCBI Description 


(AF059487) expansin precursor [Lycopersicon esculentum] 


Seq. No. 


152998 


Seq. ID 


LIB3176-004-P1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2738248 


BLAST score 


145 


E value 


1.0e-09 


Match length 


37 


% identity 


81 


NCBI Description 


(U97200) cobalamin-independent methionine synthase 



19688 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



152999 

LIB3176-004-P1-K1-F2 

BLASTX 

g400515 

238 

6.0e-20 

84 

54 

NADH-UBIQUINONE OXIDOREDUCTASE B8 SUBUNIT (COMPLEX I-B8) 

(CI-B8) >gi_346540_pir S28249 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3) chain CI-B8 - bovine 

>gi_24 6_emb_CAA44904_ (X63219) NADH dehydrogenase [Bos 

taurus] 

153000 

LIB3176-004-P1-K1-F3 

BLASTX 

g2245131 

242 

2.0e-20 

83 

64 

(Z97344) hypothetical protein [Arabidopsis thaliana] 
153001 

LIB317 6-004-P1-K1-F4 

BLASTX 

gl486472 

577 

9.0e-60 

130 

87 

(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153002 

LIB3176-004-P1-K1-F5 

BLASTX 

g2118220 

248 

2.0e~21 

67 

76 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P1) - Arabidopsis thaliana >gi_926929 (L44581) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] >gi_926933 (L44583) vacuolar H+- pumping ATPase 16 
kDa proteolipid [Arabidopsis thaliana] 
>gi_3096941_emb_CAA18851.1_ (AL023094) vacuolar 
H+-transporting ATPase 16K chain [Arabidopsis thaliana] 
>gi_4539311_emb_CAB38812.1_ (AL035679) H+-transporting 
ATPase 16K chain P2, vacuolar [Arabidopsis thaliana] 
>gi_4589976_gb_AAD26493.1_AC007195J7 (AC007195) vacuolar 
H+-pumping ATPase 16 kDa proteolipid [Arabidopsis thaliana] 



19689 



Seq. No. 


153003 


Seq. ID 


LIB317 6-004-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g2677614 


bbAoi score 




E value 


1.0e-43 


Match length 


86 


% identity 


100 


NCBI Description 


(Y07625) NLM1 protein (NodL 


Seq. No. 


153004 


Seq. ID 


LIB3176-004-P1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl906826 


niiAoi score 


ODD 


E value 


6.0e-35 


Match length 


122 


% identity 


62 


NCBI Description 


(Y11827) heat shock protein 


Seq. No. 


153005 


Seq. ID 


LIB3176-004-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


gll9150 


BLAST score 


645 


E value 


1.0e-67 


Match length 


126 


% identity 


98 


NCBI Description 


ELONGATION FACTOR 1 -ALPHA ( 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273_emb_CAA32 618__ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 

153006 

LIB3176-004-P1-K1-F9 

BLASTX 

gll3024 

594 . 

1.0e-61 

134 

85 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 
>gi_553043 (M83534) isocitrate lyase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153007 

LIB3176-004-P1-K1-G1 

BLASTN 

g3335331 

286 

1.0e-160 

371 

100 

Arabidopsis thaliana chromosome 1 BAC T8F5 sequence, 
complete sequence [Arabidopsis thaliana] 



19690 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153008 

LIB3176-004-P1-K1-G10 

BLASTN 

g4539331 

365 

0.0e+00 

410 

99 

Arabidopsis thaliana DNA 
(ESSA project) 



chromosome 4, BAC clone F22I13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153009 

LIB3176-004-P1-K1-G11 

BLASTN 

g2252639 

219 

1.0e-120 

331 
96 

Genomic sequence of Arabidopsis BAC F8A5, complete sequence 
[Arabidopsis thaliana] 

153010 

LIB3176-004-P1-K1-G2 

BLASTN 

gl6473 

254 

1.0e-141 

302 

96 

Arabidopsis thaliana 25S-18S ribosomal DNA spacer 
153011 

LIB3176-004-P1-K1-G3 

BLASTX 

g730688 

401 

3.0e-39 

76 

100 

MITOCHONDRIAL 4 OS RIBOSOMAL PROTEIN S19 PRECURSOR 

>gi_2129722_pir S71114 ribosomal protein S19 precursor, 

mitochondrial - Arabidopsis thaliana 

>gi_457760_emb_CAA54951_ (X77989) ribosomal protein S19 
[Arabidopsis thaliana] >gi_459422_emb_CAA54 965__ (X78035) 
mitochondrial ribosomal protein S19, nuclear encoded 
[Arabidopsis thaliana] 

153012 

LIB3176-004-P1-K1-G4 

BLASTX 

gl710780 

361 

2.0e-34 

99 

71 

40S RIBOSOMAL PROTEIN S9 (S7) >gi_1321917_emb_CAA65433_ 



19691 



# 



(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153013 

LIB3176-004-P1-K1-G5 
BLASTX 
gll72995 
189 

2.0e-14 

82 
50 

60S RIBOSOMAL PROTEIN L22 >gi_1083790_pir 
protein L22 - rat >gi_710295_emb_CAA55204 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 

norvegicus] 



S52084 ribosomal 
(X78444) 



[Rattus 



Seq. No. 


153014 


Seq. ID 


LIBoi / D-UU4 — r ±-i\±-VjO 


Method 


dt up mv 

BLASTX 


NCBI GI 


g2829883 


BLAST score 




E value 


3 . Oe-65 


Match length 


138 


% identity 


88 


NCBI Description 


(AC002396) Unknown protein [Arabidopsis thali 


Seq. No. 


153015 


Seq. ID 


LIB3 17 6-004 -P1-K1-(j / 


Method 


BLASTX 


NCBI GI 


g2760349 


BLAST score 


A A 1 

447 


E value 


1 . 0e-44 


Match length 


y u 


% identity 


21 


NCBI Description 


(U84 969) ubiquitin [Arabidopsis thaliana] 


Seq. No. 


153016 


Seq. ID 


LIB3176-004-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2781354 


BLAST score 


430 


E value 


1.0e-42 


Match length 


84 


% identity 


100 


NCBI Description 


(AC003113) F24O1.10 [Arabidopsis thaliana] 


Seq. No. 


153017 


Seq. ID 


LIB3176-004-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gll4171 


BLAST score 


456 


E value 


9.0e-46 


Match length 


104 


% identity 


85 


NCBI Description 


3-PHOSPHOSHIKIMATE 1-CARBOXYVTNYLTRANSFERASE 



PRECURSOR 

(3-ENOLPYRUVYLSHIKIMATE-5-PHOSPHATE SYNTHASE) (EPSP 



19692 



SYNTHASE) >gi_99781_pir S12744 3-phosphoshikimate 

1-carboxyvinyl transferase {EC 2.5.1.19) precursor - rape 
>gi_17815_emb_CAA35839_ (X51475) 

5-enolpyruvylshikimate-3-phosphate synthase [Brassica 
napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153018 

LIB3176-004-P1-K1-H1 

BLASTN 

g2645198 

45 

4.0e-16 

162 

83 

Arabidopsis thaliana chromosome I BAC T26J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

153019 

LIB3176-004-P1-K1-H10 

BLASTX 

g3421096 

397 

9.0e-39 

78 

100 

(AF043528) 20S proteasome subunit PAG1 [Arabidopsis 
thaliana] >gi_3885332 (AC005623) proteasome component 
[Arabidopsis thaliana] 

153020 

LIB3176-004-P1-K1-H11 

BLASTX 

g3785983 

377 

2.0e-36 

97 

69 

(AC005560) hypothetical protein [Arabidopsis thaliana] 
153021 

LIB3176-004-P1-K1-H12 

BLASTN 

g3746808 

233 

1.0e-128 

257 

98 

Arabidopsis thaliana adenylate kinase (ADK1) mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



153022 

LIB3176-004-P1-K1-H3 

BLASTN 

g4586024 

198 

1.0e-107 
409 



19693 



€1 



% identity 99 

NCBI Description Arabidopsis thaliana chromosome II BAC T13C7 genomic 
sequence, complete sequence 



Seq. No, 153023 

Seq. ID LIB3176-004-P1-K1-H4 

Method BLASTX 

NCBI GI g2507455 

BLAST score 362 

E value 1.0e-34 

Match length 87 

% identity 78 

NCBI Description FORMATE- -TET RAH YDRO FOLATE LIGASE ( FORMYLTETRAHYDRO FOLATE 

SYNTHETASE) (FHS) (FTHFS) >gi_322401_pir A43350 

formate — tetrahydrofolate ligase (EC 6.3.4.3) - spinach 
>gi_170145 (M83940) 10-f ormyltetrahydrof date synthetase 
[Spinacia oleracea] 



Seq. No. 


1 c; o n 9 A 


Seq. ID 


T Tm 1 1 C — C\C\ A _D1 — -HR 
Llbol /b"UU4 rl rvJ. no 


Method 


nT 71 C TV 

bliAb i A 


NCBI GI 


gz / 0 ±3 3* 4t 


BLAST score 


247 


E value 


4.0e-21 


Match length 


98 


% identity 


by 


NCBI Description 


(U/U4Z4) u—met.ny± transferase x L"rajjiu.upoj.o Liidixauaj 


Seq. No. 




Seq. ID 


T TD"J1 f\C\ A D1 _T/"1 TT £T 

LlrJol / D — UU4 _ rl-J\l — no 


Method 


BLASTX 


NCBI GI 


rrO 0 9 fi 9 

gz Ujo/ dz 


BLAST score 


229 


E value 




Match length 


43 


% identity 


93 


NCBI Description 


(X97377) atranbpla [Arabidopsis thaliana] 


Seq. No. 


153026 


Seq. ID 


LIB3176-004-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2119927 


BLAST score 


384 


E value 


3.0e-37 


Match length 


82 


% identity 


91 


NCBI Description 


translation elongation factor G, chloroplast - soybean 


Seq. No. 


153027 


Seq. ID 


LIB3176-004-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g4324597 


BLAST score 


289 


E value 


2.0e-26 


Match length 


76 


% identity 


80 


NCBI Description 


(AF106324) sodium proton exchanger Nhxl [Arabidopsis 



19694 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153028 

LIB3176-005-P1-K1-A1 

BLASTX 

g2459415 

70 

1.0e-24 

91 

73 

(AC002332) hypothetical protein [Arabidopsis thaliana] 
153029 

LIB3176-005-P1-K1-A10 

BLASTX 

g4539292 

204 

4.0e-33 

86 

82 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153030 

LIB3176-005-P1-K1-A12 

BLASTX 

g283966 

234 

3.0e-30 

120 

62 

activator 1 37K chain - human 



153031 

LIB3176-005-P1-K1-A2 
BLASTX 
g543841 
164 

5.0e-15 
54 
86 

ADP-RIBOSYLATION FACTOR 
ADP-ribosylation factor 



>gi_322518_pir_S28875 
- Arabidopsis thaliana >gi_16658 6 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4630747_gb_AAD26597 . 1_AC007236_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

153032 

LIB3176-005-P1-K1-A4 

BLASTX 

gl350956 

377 

2.0e-36 

100 

79 

40S RIBOSOMAL PROTEIN S20 (S22) 



19695 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153033 

LIB3176-005-P1-K1-A6 

BLASTN 

g4589436 

119 

3.0e-60 

263 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone: 
MPA22, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153034 

LIB3176-005-P1-K1-A7 

BLASTX 

g2062161 

289 

3.0e-60 

124 

50 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



153035 

LIB3176-005-P1-K1-A8 

BLASTX 

g4581146 

322 

2.0e-40 

98 

87 

(AC006919) putative fructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

153036 

LIB3176-005-P1-K1-B1 

BLASTX 

g3914541 

292 

1.0e-62 

123 
100 

RIBULOSE BISPHOSPHATE CARBOXYLASE LARGE CHAIN PRECURSOR 
(RUBISCO LARGE SUBUNIT) >gi_1928872 (U91966) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase large 
subunit [Arabidopsis thaliana] 



Seq. No. 153037 

Seq. ID LIB3176-005-P1-K1-B11 

Method BLASTX 

NCBI GI g2244885 

BLAST score 141 

E value 4.0e-13 

Match length 77 

% identity 57 

NCBI Description (Z97338) strong similarity to UTP-glucose 
glucosyltransferase [Arabidopsis thaliana] 



19696 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% . identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
,% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 



153038 

LIB3176-005-P1-K1-B12 

BLASTN 

g4733953 

372 

0.0e+00 

413 

98 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

153039 

LIB3176-005-P1-K1-B3 

BLASTX 

gl32939 

297 

6.0e-42 

99 

87 

60S RIBOSOMAL PROTEIN L3 >gi_81657_pir JQ0771 ribosomal 

protein L3 (ARP1) - Arabidopsis thaliana >gi_166858 
(M32654) ribosomal protein [Arabidopsis thaliana] 

153040 

LIB3176-005-P1-K1-B4 

BLASTX 

gll9143 

253 

1.0e-45 

103 

91 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453_ 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 

153041 

LIB3176-005-P1-K1-B5 

BLASTX 

g3831487 

292 

1.0e-37 

129 
61 

ISOCITRATE LYASE (ISOCITRASE) { ISOCITRATASE) (ICL) 
>gi_1353642 (U39807) isocitrate lyase [Pinus taeda] 

153042 

LIB3176-005-P1-K1-B6 
BLASTN 



19697 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3482964 
203 

1.0e-110 

385 
98 

Arabidopsis thaliana DNA chromosome 2, BAC clone F13D4 
(ESSAII project) 

153043 

LIB317 6-005-P1-K1-C1 

BLASTN 

g2570223 

326 

0.0e+00 

340 

99 

Arabidopsis thaliana chromosome 1 BAC F20D22 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153044 

LIB3176-005-P1-K1-C10 

BLASTX 

g2529229 

219 

5.0e-47 

119 

86 

(AB007907) 6-phosphogluconate dehydrogenase [Glycine max] 
153045 

LIB3176-005-P1-K1-C12 

BLASTX 

g2245107 

250 

7.0e-41 

130 
40 

(Z97343) thioesterase homolog [Arabidopsis thalrana] 
153046 

LIB3176-005-P1-K1-C2 

BLASTX 

g543841 

192 

4.0e-25 
71 
90 

ADP-RIBOSYLATION FACTOR 
ADP-ribosylation factor 



Seq. No. 
Seq. ID 
Method 



>gi_322518_pir S28875 

- Arabidopsis thaliana >gi_166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi 2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 6307 47__gb_AAD2 65 97 . 1_AC0 072 36_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

153047 

LIB3176-005-P1-K1-C3 
BLASTX 



19698 



NCBI GI g400923 
BLAST score 153 
E value 4.0e-23 
Match length 61 

% identity 98 . 

NCBI Description RAS- RELATED PROTEIN RAB7 >gi_4854 97_pir_S33531 OTP-binding 
protein rab - garden pea >gi_20756_emb_CAA46600_ (X65650) 
RAS-related GTP-binding protein [Pisum sativum] 



Seq. No. 153048 

Seq. ID LIB3176-005-P1-K1-C4 

Method BLASTX 

NCBI GI g4587519 

BLAST score 199 

E value 1.0e-15 

Match length 40 

% identity 100 

NCBI Description (AC007060) Strong similarity to F19I3.7 gi__3033380 putative 
coatomer epsilon subunit from Arabidopsis thaliana BAC 
gb_AC004238. ESTs gb_Z17908, gb_AA728673, gb_N96555, 
gb_H76335, gb_AA712463, gb_W43247, gb_T45611, g 

153049 

LIB3176-005-P1-K1-C5 
BLASTX 
gl363489 
227 

2.0e-53 

111 
95 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

153050 

LIB3176-005-P1-K1-C6 
BLASTX 
g!723347 
216 

8.0e-36 
126 
68 

HYPOTHETICAL 64.2 KD PROTEIN YCF45 (ORF565) 

>gi 2147571_pir S73202 hypothetical protein 565 - Porphyra 

purpurea chloroplast >gi_1276747 (U38804) trnS [Porphyra 
purpurea] 

Seq. No. 153051 

Seq. ID LIB3176-005-P1-K1-C7 

Method BLASTX 

NCBI GI g2369766 

BLAST score 263 

E value 3.0e-25 

Match length 66 

% identity 89 

NCBI Description (AJ001304) hypothetical protein [Citrus x paradisi] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19699 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153052 

LIB3176-005-P1-K1-C8 

BLASTX 

gll5783 

218 

3.0e-35 

84 

84 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376_emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153053 

LIB3176-005-P1-K1-C9 

BLASTX 

gl742961 

217 

7.0e-27 

78 

96 

(X94756) cystathionine gamma- synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153054 

LIB3176-005-P1-K1-D1 

BLASTN 

g4757407 

218 

1.0e-119 
344 

99 , n 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQD19, complete sequence 

153055 

LIB3176-005-P1-K1-D11 

BLASTX 

g4008441 

117 

1.0e-22 

101 
63 

(AL034488) predicted using Genefinder; cDNA EST yk433c6.3 
comes from this gene; cDNA EST EMBL:D72601 comes from this 
gene; cDNA EST EMBL:D75524 comes from this gene; cDNA EST 
yk433c6.5 comes from this gene [Caenorhabditis elegans] 

153056 

LIB3176-005-P1-K1-D12 

BLASTX 

gl724100 

197 

8.0e-24 

121 

49 

(U79765) porin [Mesembryanthemum crystallinum] 



19700 



Seq. No. 153057 

Seq. ID LIB3176-005-P1-K1-D2 

Method BLASTX 

NCBI GI g4490705 

BLAST score 266 

E value 2.0e-40 

Match length 146 

% identity 72 , 

NCBI Description (AL035680) ribosomal protein L14-like protein [Arabidopsis 
thaliana] 

Seq. No. 153058 

Seq. ID LIB3176-005-PI-K1-D3 

Method BLASTN 

NCBI GI g608672 

BLAST score 231 

E value 1.0e-127 

Match length 299 

% identity 95 

NCBI Description Arabadopsis thaliana Landsberg AAP5 mRNA 

Seq. No. 153059 

Seq. ID LIB3176-005-P1-K1-D4 

Method BLASTX 

NCBI GI g2980641 ■ 

BLAST score 342 

E value 4.0e-72 

Match length 150 

% identity 100 , 

NCBI Description (Y11250) multi resistance protein [Arabidopsis thaliana] 

Seq. No. 153060 

Seq. ID LIB3176-005-P1-K1-D5 

Method BLASTX 

NCBI GI g3924 612 

BLAST score 179 

E value 2.0e-34 

Match length 99 

% identity 89 ^.^ . 

NCBI Description (AF069442) mitochondrial elongation factor Tu [Arabidopsis 
thaliana] >gi_4263511_gb_AAD15337_ (AC004044) mitochondrial 
elongation factor Tu [Arabidopsis thaliana] 

Seq. No. 153061 

Seq. ID LIB3176-005-P1-K1-D7 

Method BLASTN 

NCBI GI g3327867 

BLAST score 360 

E value 0.0e+00 

Match length 378 

% identity 99 , 

NCBI Description Arabidopsis thaliana CIP7 mRNA for COPl-Interactmg Protein 
7, complete cds 

Seq. No. 153062 

Seq. ID LIB3176-005-P1-K1-D8 



19701 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g267077 

190 

1.0e-17 

69 
80 

TUBULIN 
chain - 



BETA- 5 CHAIN >gi_32018 6_pir JQ1589 tubulin beta-5 

Arabidopsis thaliana >gi 166902 (M84702) beta-5 



tubulin [Arabidopsis thaliana] 
153063 

LIB317 6-005-P1-K1-E1 

BLASTN 

g3928074 

162 

6.0e-86 

412 

98 

Arabidopsis thaliana chromosome II BAC T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

153064 

LIB3176-005-P1-K1-E10 

BLASTX 

gl076305 

208 

1.0e-16 

112 

51 

RNA-binding protein cp31 precursor - Arabidopsis thaliana 
>gi_681906_dbj_BAA06520_ (D31712) cp31 [Arabidopsis 
thaliana] 

153065 

LIB3176-005-P1-K1-E11 

BLASTN 

g2618683 

43 

3.0e-15 

107 

86 

Arabidopsis thaliana chromosome II BAC T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

153066 

LIB3176-005-P1-K1-E2 

BLASTX 

gll75013 

262 

3.0e-35 

95 

93 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_629542_pir S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 



19702 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153067 

LIB3176-005-P1-K1-E3 

BLASTX 

g2388943 

89 

6.0e-22 

88 
61 

(Z98978) SPAC27E2.03c, putative gtp-binding protein, 
len:392a a, similar eg. to YBR025C, YBN5__YEAST, P38219, 
hypothetica 1 44.2 kd protein, (394aa) , fasta scores, 
opt: 1664 , E():0, (63.7% identity in 391 aa overlap), also 
sim 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153068 

LIB3176-005-P1-K1-E4 

BLASTX 

g419757 

288 

1.0e-28 

78 
81 

ketol-acid reductoisomerase 
Arabidopsis thaliana 



(EC 1.1.1.86) precursor - 



153069 

LIB317 6-005-P1-K1-E5 

BLASTX 

gl32110 

221 

2.0e-46 

118 

91 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060jpir_RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi__16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153070 

LIB3176-005-P1-K1-E6 

BLASTX 

g2245095 

394 

2.0e-38 

124 

69 

(Z97343) formyltransf erase purU homolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



153071 

LIB3176-005-P1-K1-E7 

BLASTN 

g4220644 

49 

1.0e-18 



19703 



Match length 178 
% identity 90 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, Pi clone: 
MXL8, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



153072 

LIB3176-005-P1-K1-E8 

BLASTN 

gl429206 

75 

2.0e-34 

149 

89 

A. thaliana mRNA for annexin 
153073 

LIB3176-005-P1-K1-E9 

BLASTN 

g4490717 

262 

1.0e-145 

394 

98 

Arabidopsis thaliana DNA chromosome 4, BAG clone 
project) 



(ESSA 



153074 

LIB3176-005-P1-K1-F1 

BLASTX 

g2924779 

242 

9.0e-42 

102 

99 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616__dbj__BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA2524 9_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 

153075 

LIB3176-005-P1-K1-F10 

BLASTX 

g4539405 

253 

4.0e-54 

123 

88 

(AL049524) putative ribosomal protein L9, cytosolic 
[Arabidopsis thaliana] 

153076 

LIB3176-005-P1-K1-F11 

BLASTX 

g2281099 

327 

2.0e-41 



19704 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 
96 

(AC002333) stearoyl-ACP desaturase [Arabidopsis thaliana] 
153077 

LIB3176-005-P1-K1-F2 

BLASTN 

g4454447 

79 

2.0e-36 

448 

71 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153078 

LIB3176-005-P1-K1-F3 

BLASTX 

g2062164 

263 

8.0e-37 

121 

55 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

153079 

LIB3176-005-P1-K1-F4 

BLASTX 

g267069 

368 

1.0e-60 

127 

88 

TUBULIN ALPHA-2 / ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

153080 

LIB3176-005-P1-K1-F6 

BLASTN 

g4220644 

350 

0.0e+00 

414 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXL8, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



153081 

LIB3176-005-P1-K1-F7 

BLASTX 

g2500497 

186 

8.0e-20 
70 



19705 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



75 

4 OS RIBOSOMAL PROTEIN S21 >gi_1419372_emb_CAA67225 . 1_ 
(X98656) ribosomal protein S21 [Zea mays] 

153082 

LIB3176-005-P1-K1-F8 

BLASTX 

g2262167 

328 

8.0e-59 

124 

98 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 

153083 

LIB3176-005-P1-K1-F9 

BLASTX 

g417103 

173 

3.0e-42 

104 

98 

HISTONE H3.2, MINOR >gi_282871_pir S2434 6 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324__emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153__ (X7 9714) histone 
H3 [Lolium temulentum] >giJL435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

153084 

LIB3176-005-P1-K1-G1 

BLASTX 

g4633131 

342 

7.0e-57 

122 

99 

(AF110407) ATP sulfurylase precursor [Arabidopsis thaliana] 
>gi_4803653_emb_CAB42640.1_ (AJ01258 6) sulfate 
adenylyltransferase [Arabidopsis thaliana] 

153085 

LIB3176-005-P1-K1-G11 



19706 





O.Lii~iO 1 A. 


NCBI GI 


g2443886 


BLAST score 


53 


E value 


Z . Uc O -J 


Match length 


fi 9 


■6 laennt-y 


o 


inudx uescrxpi-iuii 




beq. ino . 


1 ^^np ^ 

IOjUO d 


beq* 1L' 


IilDjl ( \J \J\J*J IT X 1\X Ult. 


Method 




NCBI GI 


g4314378 


BLAST score 


163 


E value 


J. Uc jD 


Match length 




% identity 


DO 


JNL/Di Description 


^n^UUOi JZ J puL.dtx VC -L -L^dO c 


beg. wo . 


IjjUO / 


beq. lu 


LlDJl / D UUJ ITX I\-L O/L 


Metnoa 


DT 7VQTY 

oJufib 1 A 


IN OBI O-L 




BLAST score 


325 


E value 


3.0e-30 


Match length 


64 


% identity 


95 


NCBI Description 


( U7 68 4 5 ) ubiquitin-specif ic 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4490742_emb_CAB38904.1_ (AL035708) ubiquitin-specif ic 
protease (AtUBP3) [Arabidopsis thaliana] 

153088 

LIB3176-005-P1-K1-G3 

BLASTN 

g2760171 

59 

2.0e-24 

267 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPA2 4 , complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153089 

LIB3176-005-P1-K1-G5 

BLASTX 

gll5783 

186 

2.0e-42 

102 

81 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi_16376__emb_CAA27543_ (X03909) 
chlorophyll a/b binding protein (LHCP AB 140) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



153090 

LIB3176-005-P1-K1 -G6 
BLASTX 



19707 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g464621 
228 

3.0e-44 

113 

81 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

153091 

LIB3176-005-P1-K1-G8 

BLASTX 

gl769905 

114 

2.0e-30 

98 

70 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

153092 

LIB3176-005-P1-K1-H1 

BLASTN 

g4584841 

36 

8.0e-ll 

346 

70 

Genomic sequence for Arabidopsis thaliana BAG T23E23, 
complete sequence 

153093 

LIB3176-005-P1-K1-H10 

BLASTX 

g2924779 

346 

2.0e-60 

134 

96 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248__ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 

153094 

LIB3176-005-P1-K1-H11 

BLASTX 

g4678308 

198 

3.0e-36 

135 

29 

(AL049655) putative protein [Arabidopsis thaliana] 



Seq. No. 



153095 



19708 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-005-P1-K1-H12 

BLASTX 

g3129952 

176 

5.0e-13 

82 
45 

(AJ006052) copper amine oxidase [Cicer arietinum] 
153096 

LIB3176-005-P1-K1-H2 

BLASTX 

gl710557 

231 

3.0e-32 

119 

61 

60S RIBOSOMAL PROTEIN L3 >giJL18U29_emb_CAA93269_ (Z69337) 
ribosomal protein L3 [Caenorhabditis elegans] 
>gi_1181131_emb_CAA93268_ (Z69336) ribosomal protein L3 
[Caenorhabditis elegans] >gi_3874745_emb_CAA91277_ (Z66495) " 
similar to 60S ribosomal protein L3; cDNA EST EMBL:M75754 
comes from this gene; cDNA EST EMBL:M88798 comes from this 
gene; cDNA EST EMBL:M88842 comes from this gene; cDNA EST 
EMBL:M88845 comes from this gene; cDNA EST ... 
>gi_3875827_emb_CAA90183_ (Z49936) similar to 60S ribosomal 
protein L3; cDNA EST EMBL:M75754 comes from this gene; cDNA 
EST EMBL:M88798 comes from this gene; cDNA EST EMBL:M88842 
comes from this gene; cDNA EST EMBL:M88845 comes from this 
gene; cDNA EST 

153097 

LIB3176-005-P1-K1-H4 

BLASTX 

gl402902 

406 

1.0e-39 

116 

76 

(X98323) peroxidase [Arabidopsis thaliana] 
>gi_1419386_emb_CAA67428_ (X98 928) peroxidase ATPlOa 
[Arabidopsis thaliana] 

153098 

LIB3176-005-P1-K1-H5 

BLASTX 

g!32677 

284 

2.0e-36 

93 

89 

SOS RIBOSOMAL PROTEIN L15, CHLOROPLAST PRECURSOR (CL15) 

>gi_71241_pir R5MUL5 ribosomal protein L15 precursor, 

chloroplast - Arabidopsis thaliana >gi__16497_emb_CAA775 93_ 
(Z11508) Plastid ribosomal protein CL15 [Arabidopsis 
thaliana] 



19709 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153099 

LIB3176-005-P1-K1-H6 

BLASTN 

g2739359 

349 

0.0e+00 

412 

96 

Arabidopsis thaliana chromosome II BAC T9J22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

153100 

LIB3176-005-P1-K1-H7 

BLASTX 

g4097547 

216 

2.0e-17 

40 

50 

(U64906) ATFP3 [Arabidopsis thaliana] 
153101 

LIB3176-005-P1-K1-H8 

BLASTX 

gl351840 

176 

1.0e-39 

109 

78 

ISOCITRATE LYASE (ISOCITRASE) (ISOCITRATASE) (ICL) 

>gi_1084319_pir S53505 isocitrate lyase - cucumber 

>gi_1052578_emb_CAA84632_ (Z35499) isocitrate lyase 
[Cucumis sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153102 

LIB3176-005-P1-K1-H9 

BLASTX 

g3128205 

226 

4.0e-43 

112 
87 

(AC004077) putative pyruvate dehydrogenase complex El beta 
subunit [Arabidopsis thaliana] 

153103 

LIB3176-006-P1-K1-A1 

BLASTX 

g3914740 

509 

1.0e-51 

144 

72 

60S RIBOSOMAL PROTEIN L26 >gi_2160300_dbj_BAA18 941_ 
(D78495) ribosomal protein [Brassica rapa] 



Seq. No. 



153104 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-006-P1-K1-A11 

BLASTX 

g544134 

335 

3.0e-31 

150 

22 

DNA- DAMAGE - RE PAI R / T OLE RAT I ON PROTEIN DRT100 PRECURSOR 

>gi_99720_pir S22863 hypothetical protein - Arabidopsis 

thaliana >gi_421844_pir A4 6260 RecA functional analog 

DRT100 - Arabidopsis thaliana (fragment) 

153105 

LIB3176-006-P1-K1-A2 

BLASTX 

g3377797 

579 

6.0e-60 

137 
82 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

153106 

LIB3176-006-P1-K1-A3 

BLASTX 

gl33028 

329 

9.0e-31 

76 

86 

50S RIBOSOMAL PROTEIN L9, CHLOROPLAST PRECURSOR (CL9) 

>gi_71257_pir R5MUL9 ribosomal protein L9 precursor, 

chloroplast - Arabidopsis thaliana >gi_16499_emb_CAA77480_ 
(Z11129) plastid ribosomal protein CL9 [Arabidopsis 
thaliana] >gi_16501_emb_CAA77594_ (Z11509) Chloroplast 
ribosomal protein CL9 [Arabidopsis thaliana] 

153107 

LIB3176-006-P1-K1-A4 

BLASTX 

g2388578 

706 

7.0e-75 

141 

100 

(AC000098) Similar to Mycobacterium RlpF (gb_Z84395) . ESTs 
gb_T75785,gb_R30580,gb_T04 698 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



153108 

LIB3176-006-P1-K1-A5 

BLASTX 

gl429211 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



479 

4.0e-48 

127 

76 

(X99116) HMG-I/Y protein [Arabidopsis thaliana] >gi__2809402 
(AF041253) high mobility group protein a [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153109 

LIB317 6-006-P1-K1-A6 

BLASTN 

g2245073 

141 

2.0e-73 

213 

92 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153110 

LIB3176-006-P1-K1-A7 

BLASTX 

g2245030 

291 

1.0e-26 

68 

87 

(Z97341) apetala2 domain TINY homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



153111 

LIB3176-006-P1-K1-A9 

BLASTX 

gl363489 

648 

5.0e-68 

124 

94 

thioglucosidase (EC 
thaliana >gi 984052 



3.2.3.1) 3D precursor - Arabidopsis 
emb CAA61592_ (X89413) thioglucoside 



glucohydrolase [Arabidopsis thaliana] 
153112 

LIB3176-006-P1-K1-B1 

BLASTX 

g3603353 

481 

2.0e-48 

100 

94 

(AF074843) peroxisomal targeting signal type 1 receptor 
[Arabidopsis thaliana] 

153113 

LIB3176-006-P1-K1-B11 

BLASTX 

gl345132 



19712 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213 

5.0e-17 

141 
6 

(U47029) ERECT A [Arabidopsis thaliana] 

>gi_1389566_dbj_BAA11869__ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153114 

LIB3176-006-P1-K1-B2 

BLASTX 

g587564 

48 

1.0e-48 

132 

77 

(X80235) mitochondrial processing peptidase [Solanum 
tuberosum] 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153115 * - 

LIB317 6-006-P1-K1-B3 

BLASTX 

gl769905 

569 

1.0e-58 

149 

74 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

153116 

LIB3176-006-P1-K1-B4 

BLASTN 

g4585891 

387 

0.0e+00 

451 

99 

Arabidopsis thaliana chromosome II BAC T103 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153117 

LIB3176-006-P1-K1-B7 

BLASTX 

g99752 

582 

2.0e-60 

119 

99 

protochlorophyllide reductase 
Arabidopsis thaliana 



(EC 1.3.1.33) precursor - 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



153118 

LIB3176-006-P1-K1-B8 

BLASTX 

gl32074 
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II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



835 

6.0e-90 

157 
99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

{RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

153119 

LIB3176-006-P1-K1-C1 

BLASTX 

g3150415 

698 

8.0e-74 

128 

39 

(AC004165) secl3-related protein [Arabidopsis thaliana] 
>gi_3420046 (AC004680) sec!3-related protein [Arabidopsis 
thaliana] 



Seq. No. 


153120 


Seq. ID 


LIBJ1 /D-UUb-Pl-Kl-Cll 


Method 






gio y / o u 


BLAST score 


179 


E value 


5.0e-13 


Match length 


67 


% identity 


51 


NCBI Description 


WOUND-INDUCED PROTEIN 1 >gi_82293_pir JQ 




- potato 


Seq. No, 


153121 


Seq. ID 


LIB3176-006-P1-K1-C12 


Method 


BLASTN 


NCBI GI 


g511080 


BLAST score 


285 


E value 


1.0e-159 


Match length 


289 


% identity 


100 


NCBI Description 


A. thaliana HEM15 mRNA for f errochelatase 


Seq. No. 


153122 


Seq. ID 


LIB3176-006-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g!20667 


BLAST score 


652 


E value 


2.0e-68 


Match length 


144 


% identity 


88 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , 



JQ0398 wunl protein 



CYTOSOLIC 

>gi_81622__pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.-«%• identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153123 

LIB3176-006-P1-K1-C3 

BLASTX 

gl899025 

108 

2.0e-78 

157 

96 

(U28215) hexokinase 2 
(AC005169) hexokinase 



[Arabidopsis thaliana] >gi_3687232 
[Arabidopsis thaliana] 



153124 

LIB3176-006-P1-K1-C6 

BLASTX 

g2781354 

653 

1.0e-68 

128 

97 

(AC003113) F24O1.10 [Arabidopsis thaliana] 
153125 

LIB3176-006-P1-K1-C7 

BLASTX 

g4454016 

615 

4.0e-64 

122 

100 

(AL035396) UMP/CMP kinase like protein [Arabidopsis 
thaliana] 

153126 

LIB3176-006-P1-K1-C8 

BLASTX 

gll9194 

561 

8.0e-58 

112 

97 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_81607_pir S09152 translation elongation factor Tu 

precursor, chloroplast - Arabidopsis thaliana 
>gi_22565_emb_CAA36498_ (X52256) elongation factor Tu 

precursor [Arabidopsis thaliana] >gi_226817_prf 1607332A 

elongation factor Tu [Arabidopsis thaliana] 

153127 

LIB3176-006-P1-K1-C9 

BLASTN 

g3869069 

268 

1.0e-149 

481 

99 

Arabidopsis thaliana genomic DNA f chromosome 3, PI clone: 



19715 



MEB5, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153128 

LIB3176-006-P1-K1-D1 

BLASTN 

g3883121 

468 

0.0e+00 

491 

99 

Arabidopsis thaliana arabinogalactan-protein (AGP2) mRNA, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
.Match length 
%" identity 
NCBI Description 



153129 

LIB3176-006-P1-K1-D10 

BLASTX 

g4586264 

443 

6.0e-44 

93 

87 

(AL04 9640) blue copper-binding protein, 15K 
[Arabidopsis thaliana] 



(lamin) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153130 

LIB3176-006-P1-K1-D11 

BLASTX 

g2388583 

624 

4.0e-65 

159 

80 

' (AC000098) Similar to Synechocystis hypothetical protein 
(gb_D90908) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153131 

LIB3176-006-P1-K1-D12 

BLASTX 

g3261659 

182 

2.0e-13 

90 

43 

(Z81368) hypothetical protein Rv2419c [Mycobacterium 
tuberculosis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153132 

LIB3176-006-P1-K1-D2 

BLASTX 

g2062161 

766 

8.0e-82 

146 

51 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



19716 



beq. wo. 




q prr jn 


T.TR^I 76-flflfi-Pl -K1 -nR 

J_l -L JD ^) X / U UUU £ i I\X L/J 


l lC LHUU 


Ditno x /\ 


NCBI GI 


g3063472 


BLAST score 


681 


E value 




LYta tCIl Icily LI1 


1 9Q 
li y 


% identity 




jnudi Description 


VriUUUo y 0 X y JC ZZU1J . o3 


beq* JNO. 




ocjq • X U 


T TOTI 7£— n0£— Pi — W\ —P\A 
LlDjl /D UUO FX J\l Ufi 


lie L.11WH 


DJjnO i. z\. 


NCBI GI 


g3869088 


BLAST score 


719 


E value 


o . ue / o 


Match length 


1 A 1 


-s identity 


QO 


TvT f" 1 D X £± o /™i v* "i t-\ "i /~s n 

LNOox uescripLion 


1 y f±Z / J eionyaLioii 


'^eq. No. 


1 0 J 1 -3 3^ 


Qt^rr T Pi 

beq. 1U 


Jj±t50l / D UUO xrl rv.l U / 




PLASTY 


NCBI GI 


gl370186 


BLAST score 


346 


E value 


l . ue-o-c 


Match length 


q c; 


% identity 


o n 
oU 


jnl-ox Description 


IZi/^y^ZJ Kfin/L- |_l*OtUS 


beq. No. 


lool Jo 


beq. id 


JjIJdJI /D UUD~rl-J\l - Uo 


L w ic CIIUCJL 


O 1 iM.O J. IN 


1N\_>0_L O-L 




BLAST score 


78 


E value 


1.0e-35 


Match length 


295 


% identity 


84 


NCBI Description 


Arabidopsis thaliana 



-1 alpha [Nicotiana paniculata] 



sequence, complete sequence 



^dopsis th&liaha] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153137 

LIB3176-006-P1-K1-D9 

BLASTX 

g3212849 

611 

1.0e-63 

145 

83 

(AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



153138 

LIB3176-006-P1-K1-E1 

BLASTN 

g4584351 

211 

1.0e-115 
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jyiatcn lengtn 




% identity 


Q R 


NCBI Description 


iiraDiQopsis tnaiiana cnroiuosome 11 rsiiv^. iiznj ytiiiuxLLj-u 




sequence, ooiupj_eLe oct|uciitc 


Seq. No. 


1 R "31 ^ Q 




lilDJl / U UuU IT x r\.x 111 v 




D J_trlO X IN 


NCBI GI 


g517330 


BLAST score 


448 


E value 


u • uetuu 


Match length 


/IRQ 


% identity 


y y 


Nui5i Description 


a. tnaiiana mruN/i xor riDosomai protein oiu 


beq. jno. 


10 J14U 


beq. id 


±jl±30 -L / O UUO rrl J\-L Hill 


Method 


DT 7\ C TV 
blifib 1 A 


INOdI Ijl 


gz u Dz 1 jo 


BLAST score 


609 


E value 


2.'0e-63 


Match length 


1 O R 
1ZO 


% identity 


A Q 
4 0 


NCBI Description 


(ACUUlo4oj jasmonate maucioie protein lsoiog [/iraDiaops 




tflallana J 


Seq. No. 


t COT /IT 

1dJ141 


beq. id 


JjlriJl / o UUD ri Rl 


Method 




NCBI GI 


g4220512 


BLAST score 


190 


E value 


o . ue— 14 


Match length 


93 


% identity 


42 


NCBI Description 


(AiiU jjjjdj putative pectate lyase LHraoiuopsis tnaiianaj 


Seq. No. 


lool4z 


Seq. ID 


lilBol / b-UUo-Fl— 1\1— iLZ 


lxietnoci- 


DT AQTY 


NCBI GI 


g4539444 


BLAST "score 


228 


E value 


i . ue— lo 


Match length 


lo y 


% identity 


41 


NCBI Description 


\/iijU4yo2oj nypotneticai protein L^raDiaopsis tnaiianaj 


Seq. No. 


1 C O 1 /to 

13 3143 


beq. id 


LilrSol / 0 UUO rl i\l Cjj 


Method 


DT 7i QTM 




y J -7<£ OU / 4 


BLAST score 


137 


E value 


6.0e-71 


Match length 


485 


% identity 


99 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T7F6 genomic 



sequence, complete sequence [Arabidopsis thaliana] 



19718 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153144 

LIB3176-006-P1-K1-E4 

BLASTX 

g2829862 

212 

8.0e-17 

139 

43 

(AC002396) Similar to glucosyltransf erases [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153145 

LIB3176-006-P1-K1-E6 

BLASTX 

g3983125 

644 

2.0e-67 

152 

83 

(AF097648) phosphate/triose-phosphate translocator 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153146 

LIB3176-006-P1-K1-E8 

BLASTN 

g3641835 

235 

1.0e-129 

366 

96 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T4L20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153147 

LIB3176-006-P1-K1-F1 

BLASTX 

gll3026 

818 

7.0e-88 

160 

96 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 

isocitrate lyase [Brassica napus] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



153148 

LIB3176-006-P1-K1-F10 

BLASTX 

g2853219 

411 

3.0e-40 

104 

67 



19719 



© 



NCBI Description (AJ000923) glutathione transferase [Carica papaya] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153149 

LIB3176-006-P1-K1-F11 

BLASTX 

g4056469 

196 

3.0e-15 

35 
100 

(AC005990) Strong similarity to gb_M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb_Z25826, 
gb_R90191, gb_N65697, gb_AA7 13150, gb_T46332, gb_AA040967, 
gb_AA712956, gb_T46403, gb_T46050, gb_AI100391 and 
gb_Z25043 come from t 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153150 

LIB3176-006-P1-K1-F12 

BLASTX 

g3335365 

686 

2.0e-72 

159 

89 

(AC003028) high affinity calcium antiporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153151 

LIB3176-006-P1-K1- 

BLASTX 

g3776571 

514 

3.0e-52 

114 

89 

(AC005388) T22H22. 



F2 



18 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153152 

LIB3176-006-P1-K1-F3 

BLASTX 

g349379 

159 

1.0e-10 

97 
48 

(L22847) HAHB-1 [Helianthus annuus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153153 

LIB3176-006-P1-K1-F4 

BLASTX 

g!32110 

815 

1.0e-87 

156 
98 

RIBULOSE 
(RUBISCO 



BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
SMALL SUBUNIT 3B) >gi_680 60_pir RKMUB3 



19720 



fl 



ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153154 

LIB3176-006-P1-K1-F5 

BLASTX 

g4454051 

848 

2.0e-91 

159 
97 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



153155 

LIB3176-006-P1-K1-F6 

BLASTN 

g4220643 % 

205 

1.0e-112 

270 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWD22, complete sequence [Arabidopsis thaliana] 

153156 

LIB3176-006-P1-K1-F7 

BLASTN 

g2337888 

422 

0.0e+00 

456 

99 

Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 

153157 

LIB3176-006-P1-K1-F8 

BLASTX 

gll70503 

610 

2.0e-63 

118 

100 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA4 618 8_ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 

153158 

LIB3176-006-P1-K1-F9 

BLASTX 

g3421087 

448 
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o 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-47 

105 

93 

(AF043524) 
thaliana] 



20S proteasome subunit PAE1 [Arabidopsis 



153159 

LIB3176-006-P1-K1-G10 

BLASTX 

g886116 

721 

1.0e-76 

133 

98 

(U27609) TCH4 protein [Arabidopsis thaliana] >gi_2952473 
(AF051338) xyloglucan endotransglycosylase related protein 
[Arabidopsis thaliana] 

153160 

LIB317 6-006-P1-K1-G11 

BLASTX 

g4263711 

335 

3.0e-31 

71 

87 

(AC006223) putative CCR4-associated transcription factor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153161 

LIB317 6-006-P1-K1-G12 

BLASTN 

g4519193 

466 

0.0e+00 

470 

51 

Arabidopsis thaliana genomic 
MDC11, complete sequence 



DNA, chromosome 3, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153162 

LIB3176-006-P1-K1-G2 

BLASTX 

gl419388 

389 

1.0e-37 

85 
86 

(X98925) stromal ascorbate peroxidase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



153163 

LIB3176-006-P1-K1-G3 

BLASTN 

g2262097 

312 

1.0e-175 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

481 
100 

Arabidopsis thaliana chromosome IV BAC T19F6 genomic 
sequence, complete sequence 

153164 

LIB3176-006-P1-K1-G4 

BLASTX 

g3024022 

487 

3.0e-49 

103 
88 

INITIATION FACTOR 5A-5 (EIF-5A) (EIF-4D) 

>gi_2225885__dbj_BAA20879_ (AB004826) eukaryotic initiation 
factor 5A5 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



153165 - - 

LIB3176-006-P1-K1-G5 

BLASTN 

g4662640 

285 

1.0e-159 

352 

33 

Arabidopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 

153166 

LIB3176-006-P1-K1 -G6 

BLASTN 

g2842474 

146 

2.0e-76 

411 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

153167 

LIB3176-006-P1-K1-G7 

BLASTX 

g544425 

189 

3.0e-14 

40 

88 

GLYCINE-RICH RNA-BINDING PROTEIN 8 (CCR1 PROTEIN) 

>gi_419756_pir S30148 glycine-rich protein (clone AtGRP8) 

- Arabidopsis thaliana >gi_16305_emb_CAA78712_ (Z14988) 
glycine rich protein [Arabidopsis thaliana] >gi_166658 
(L04171) ORF [Arabidopsis thaliana] >gi__166839 (L00649) 
RNA-binding protein [Arabidopsis thaliana] 

153168 

LIB3176-006-P1-K1-G9 
BLASTX 
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II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl!68748 
638 

6.0e-67 

125 

62 

CALMODULIN- 4 >gi_479693_pir S35185 calmodulin 4 - 

Arabidopsis thaliana >gi_16223_emb_CAA7 8057_ (Z12022) 
calmodulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153169 

LIB3176-006-P1-K1-H1 

BLASTN 

g4519183 

92 

4.0e-44 

390 

60 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15C23, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153170 

LIB3176-006-P1-K1-H10 

BLASTX 

g3123264 

547 

3.0e-56 

115 

96 

60S RIBOSOMAL PROTEIN L27 >gi_2244857_emb_CAB10279_ 
(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


153171 


Seq. ID 


LIB3176-006-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl732570 


BLAST score 


816 


E value 


1.0e-87 


Match length 


154 


% identity 


100 


NCBI Description 


(U72153) beta-glucosidase [Arab. 


Seq. No. 


153172 


Seq. ID 


LIB317 6-006-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g3540186 


BLAST score 


641 


E value 


4.0e-67 


Match length 


119 


% identity 


99 


NCBI Description 


(AC004122) Hypothetical protein 


Seq. No. 


153173 


Seq. ID 


LIB317 6-006-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


g2677828 


BLAST score 


491 


E value 


1.0e-49 
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Match length 

% identity 

NCBI Description 



O ' 

128 
71 

(U93166) cysteine protease [Prunus armeniaca] 



Seq. No. 


153174 


beq. ID 


LjJLool / o— UUb— FI— KJL— no 


Metnoa 






goz y / o 1 j 


dj_i/io j. score 


/IOC 


E value 


o . Ue-42 


Match length 


94 


% identity 


o y 


NCBI Description 


(ALu3luo2) hypothetical protein [ Arabidopsis thaliana J 


Seq. No. 


153175 


Seq. ID 


LIB3176-006-P1-K1-H6 


Method 


tit ti r»mv 

BLASTX 


NCBI GI 


g2564112 


BLAST score 


200 


E value 


1 . Oe-15 


Match length 


77 


% identity 


62 


NCBI Description 


(AF000371) UDP glucose : flavonoid 3-o-glucosyltransf erase 




[Vitis vinifera] 


Seq. No. 


153176 


Seq. ID 


LIB3176-006-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g!702986 


BLAST score 


352 


E value 


1. Oe-33 


Match length 


75 


% identity 


96 


NCBI Description 


14-3-3-LIKE PROTEIN GF14 CHI >gi 1255987 (U09377) GF14ch. 




isoform [Arabidopsis thaliana] >gi_1256534 (L09112) GF14 




chi chain [Arabidopsis thaliana] 


Seq. No. 


153177 


Seq. ID 


LIB3176-006-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


g3822036 


BLAST score 


261 


E value 


1.0e-22 


Match length 


146 


% identity 


40 


NCBI Description 


(AF072326) endo-1, 3-1, 4-beta-D-glucanase [Zea mays] 


Oarr T\Tr>i 
uc^. LN KJ . 


IJJl / o 


Seq. ID 


LIB3176-007-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g282865 


BLAST score 


722 


E value 


9.0e-77 


Match length 


135 


% identity 


76 


NCBI Description 


chlorophyll a/b-binding protein - Arabidopsis thaliana 




>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 

153179 

LIB3176-007-P1-K1-A12 

BLASTX 

gll70170 

366 

5.0e-35 

117 
65 

HOMEOBOX-LEUCINE ZIPPER PROTEIN HAT 3 (HD-ZIP PROTEIN 3) 
>gi_54 988 9 (U09338) homeobox protein [Arabidopsis thaliana] 
>gi_549890 (U09339) homeobox protein [Arabidopsis thaliana] 

153180 

LIB3176-007-P1-K1-A2 

BLASTX 

g3738257 

432 

6.0e-43 

97 
88 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 

153181 

LIB3176-007-P1-K1-A3 

BLASTX 

g3738257 

509 

8.0e-52 

118 

86 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 



Seq. No. 


153182 






Seq. ID 


LIB3176-007-P1- 


-Kl 


-A4 


Method 


BLASTX 






NCBI GI 


gl669387 






BLAST score 


533 






E value 


1.0e-65 






Match length 


136 






% identity 


96 






NCBI Description 


(U41998) actin 


2 


[Arabidopsis 


Seq. No. 


153183 






Seq. ID 


LIB3176-007-P1- 


-Kl 


-A5 


Method 


BLASTX 






NCBI GI 


gl709846 






BLAST score 


148 






E value 


5.0e-10 






Match length 


71 






% identity 


38 
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NCBI Description 



PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 (U04336) 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153184 

LIB3176-007-P1-K1-A6 

BLASTX 

gl32074 

634 

2.0e-66 

121 
98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

153185 

LIB3176-007-P1-K1-A7 

BLASTX 

g4587552 

421 

1.0e-41 

82 
99 

(AC006577) Strong similarity to gb_S77096 aldehyde 
dehydrogenase homolog from Brassica napus and is a member 
of PF_00171 Aldehyde dehydrogenase family. ESTs gb_T4 6213, 
gb_T42164, gb_T43682, gb_N96380, gb_T42973, gb 

153186 

LIB3176-007-P1-K1-A8 

BLASTX 

g2335192 

597 

4.0e-62 

123 

94 

(AF013465) bHLH protein [Arabidopsis thaliana] 
153187 

LIB3176-007-P1-K1-A9 

BLASTN 

g4587641 

184 

3.0e-99 

224 

96 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



153188 

LIB3176-007-P1-K1-B1 

BLASTX 

g2827039 

542 

9.0e-56 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



€1 

118 
91 

(AF008444) chloroplast processing enzyme [Arabidopsis 
thaliana] 

153189 

LIB3176-007-P1-K1-B11 

BLASTX 

g3510259 

56 

3.0e-13 

46 

83 

(AC005310) putative inorganic pyrophosphatase [Arabidopsis 
thaliana] >gi_3522960 (AC004411) putative inorganic 
pyrophosphatase [Arabidopsis thaliana] 

153190 

LIB317 6-007-P1-K1-B12 

BLASTN 

g3299824 

211 

1.0e-115 

319 

97 

Arabidopsis thaliana BAC F4C21 from chromosome IV, top arm, 
near 17 cM, complete sequence [Arabidopsis thaliana] 

153191 

LIB3176-007-P1-K1-B2 

BLASTX 

gl076316 

540 

2.0e-55 

114 

98 

drought -induced protein Dil9 - Arabidopsis thaliana 
>gi__469110_emb_CAA55321_ (X78584) Dil9 [Arabidopsis 
thaliana] 

153192 

LIB3176-007-P1-K1-B3 

BLASTX 

g3286693 

645 

1.0e-67 

129 

100 

(Y15433) 33 kDa polypeptide of oxygen-evolving complex 
(OEC) in photosystem II [Arabidopsis thaliana] 

153193 

LIB3176-007-P1-K1-B4 

BLASTN 

g4582444 

387 

0.0e+00 
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Match length 

% identity 

NCBI Description 



II 

391 
100 

Arabidopsis thaliana chromosome II BAC T9H9 genomic 
sequence, complete sequence 



Seq. No. 


1 C O 1 QA 


Seq. ID 


LIBJ1 / b-UU / 


Method 


BLAoTA 


mots t pT 




BLAST score 


4oo 


E value 


1 . 0e-4o 


Match lengtn 


1 A A 
1U4 


-s identity 


Q A 


NCBI Description 


/7\t H91 71 *M 
VHliUZl / xx } 


Seq. No. 


153195 


Seq. ID 


LIB3176-007 


Method 


BLASTX 


NCBI GI 


g2160158 


BLAST score 


482 


E value 


1.0e-48 


Match length 


113 


% identity 


82 


NCBI Description 


(AC000132) 



putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



Similar to elongation factor 1-gamma 
(gb_EFlG_XENLA) . ESTs gb_T20564 , gb_T45940, gb_T04527 come 
from this gene. [Arabidopsis thaliana] 

153196 

LIB3176-007-P1-K1-B9 

BLASTX 

gll70939 

557 

2.0e-57 

114 

93 

S-ADENOSYLMETHIONINE SYNTHETASE 3 (METHIONINE 
ADENOSYLTRANSFERASE 3) (ADOMET SYNTHETASE 3) 

>gi_1084408_pir S46540 methionine adenosyltransf erase (EC 

2.5.1.6) - tomato >gi_429108_emb_CAA808 67_ (224743) 
,S-adenosyl-L-methionine . synthetase [Lycopersicon 
esculentum] 

153197 

LIB3176-007-P1-K1-C1 

BLASTN 

g3242970 

238 

1.0e-131 

250 
99 

Arabidopsis thaliana BAC T4I9, chromosome IV, near 17 cM, 
complete sequence [Arabidopsis thaliana] 

153198 

LIB3176-007-P1-K1-C10 

BLASTX 

g431164 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



620 

8.0e-65 

136 

88 

(D21823) ORF [Lilium longif lorum] 



Seq. No. 153199 

Seq. ID LIB3176-007-P1-K1-C12 

Method BLASTN 

NCBI GI g3241917 



bLAol score 


1 A Q 


E value 


l.Ge-77 


Match length 


417 


-s identity 


1UU 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC cl 




K19B1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


i c o o r\ r\ 


Seq. ID 


LIBJ176-UU /-Pl-Kl-Co 


Method 


BLAoTX 


NCBI bl 


giy 4 d J dz 


BLAST score 


420 


E value 


2.0e-41 


Match length 


"TOO 

123 


% identity 


68 


NCBI Description 


(U93215) photosystem II reaction center 6.1KD protein 




[Arabidopsis thaliana] 


Seq. No. 


153201 


Seq. ID 


LIB31 /o-UU /-P1-K1-L4 


Method 


BLASTX 


NCBI GI 


gl669389 


BLAST score 


487 


E value 


3. 0e-49 


Match length 


90 


% identity 


99 


NCBI Description 


(U42007) actm o [Arabidopsis tnalianaj 


Seq. No. 


153202 


Seq. ID 


LIB3176-00 /-Pl-Kl-C/ 


Method 


BLASTX 




^rl C1 £C7 V 


BLAST score 


582 


E value 


2.0e-60 


Match length 


113 


% identity 


97 


NCBI Description 


(U71122) pyruvate decarboxylase [Arabidopsis thaliana] 


Seq. No. 


153203 


Seq. ID 


LIB3176-007-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2764941 


BLAST score 


544 


E value 


5.0e-56 


Match length 


98 


% identity 


98 


NCBI Description 


(X98255) transcriptionally stimulated by gibberellins; 



19730 



expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153204 

LIB3176-007-P1-K1-C9 

BLASTN 

g3510339 

137 

2.0e-71 

165 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3K7, complete sequence [Arabidopsis thaliana] 

153205 

LIB3176-007-P1-K1-D1 

BLASTN 

g2924733 

57 

5.0e-24 

69 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153206 

LIB3176-007-P1-K1-D10 

BLASTX 

g3377797 

575 

2.0e-59 

136 

82 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A* thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153207 

LIB3176-007-P1-K1-D11 

BLASTX 

g4704766 

484 

8.0e-49 

127 

43 

(AF131223) protein disulfide isomerase homolog; 
[Datisca glomerata] 



PDI 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



153208 

LIB3176-007-P1-K1-D2 

BLASTX 

g2384956 

236 

9.0e-20 
113 



19731 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



41 

(AF022985) No definition line found [Caenorhabditis 
elegans] 

153209 

LIB3176-007-P1-K1-D3 

BLASTX 

g!13024 

585 

1.0e-60 

133 
89 

ISOCITRATE LYASE (ISOCITRASE) { ISOCITRATASE) (ICL) 
>gi_553043 (M83534) isocitrate lyase [Arabidopsis thaliana] 

153210 

LIB3176-007-P1-K1-D4 

BLASTX 

g2497733 

615 

3.0e-64 

118 

100 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1177796 (M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_3786018 (AC005499) unknown 
protein [Arabidopsis thaliana] 

153211 

LIB3176-007-P1-K1-D5 

BLASTX 

g3776003 

498 

4.0e-53 

115 

98 

(AJ010465) RNA helicase [Arabidopsis thaliana] 
153212 

LIB3176-007-P1-K1-D6 . 

BLASTX 

g267077 

636 

1.0e-66 

119 

99 

TUBULIN BETA- 5 CHAIN >gi_320186_pir JQ1589 tubulin beta-5 

chain - Arabidopsis thaliana >gi_166902 (M84702) beta-5 
tubulin [Arabidopsis thaliana] 

153213 

LIB3176-007-P1-K1-D7 

BLASTX 

g4689366 

264 

5.0e-23 
110 



19732 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 

(AF134155) RING finger protein [Arabidopsis thaliana] 
153214 

LIB3176-007-P1-K1-D8 

BLASTX 

g2435604 

248 

4.0e-21 

119 

39 

(AF026213) strong similarity to Saccharomyces cerevisiae 
endosomal P24A protein (SP:P32802) [Caenorhabditis elegans] 

153215 

LIB3176-007-P1-K1-D9 

BLASTX 

gl32110 

619 

1.0e-64 

114 

99 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 
(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153216 

LIB3176-007-P1-K1-E1 

BLASTX 

g2119846 

690 

6.0e-73 

130 

99 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi__31282'30 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153217 

LIB3176-007-P1-K1-E10 

BLASTN 

g3172156 

246 

1.0e-136 

418 

99 

Arabidopsis thaliana chromosome 1 BAC T22J18 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 



153218 



19733 



# 



c prr Tn 

JC^j • X u 


LIB3176-007-P1-K1-E12 




RT.ASTX 


NCBI GI 


rrl 076*33*3 
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Match length 
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BLAST score 
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Cj VdlUc 




Match length 


1 ^fl 
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% identity 


P Q 
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jnodi Description 


nm*34i pm nnp-rrl nrnqp dphvdroaenase fGlvcine max] 


beg* wo. 




Qfcig. 1U 


T.TB317 6-007-P1-K1-E3 


Method 


JDLirio 1 A 


NCBI GI 


g4432855 


BLAST score 


413 


E value 


9 no— ah 


Match length 


O O 


■s identity 




iNUxii uescripiion 
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beg. iu 
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BLAST score 


33 


E value 
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Match length 


10 0 


% identity 


C50 


NCBI Description 
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Seg. No. 


1 ^"3999 


beg. 


T.TR^I 7fi-0D7-Pl -K1-E5 


Method 




NCBI GI 


g2911055 


BLAST score 


505 


E value 


9 


Match lengtn 


Iz4 


% identity 


P o 
oZ 




^at.091 Qfil 1 mifative orotein TArabidoosis thaliana] 


Seg. No. 


153223 


Seg. ID 


LIB3176-007-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


gll75011 


BLAST score 


479 
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E value 
Match length 
% identity 
NCBI Description 



2.0e-50 

107 

95 

PLASMA MEMBRANE INTRINSIC PROTEIN IB (TRANSMEMBRANE PROTEIN 
A) (TMP-A) >gi_296085_emb_CAA48356_ (X68293) transmembrane 
protein [Arabidopsis thaliana] >gi_3386599 (AC004665) 
plasma membrane intrinsic protein IB [Arabidopsis thaliana] 



oeq. WO. 




Seq. ID 


LLaol f b-UU /• 


Method 


BLASTX 




goyozo / / 


rSLirioi score 


DO X 


E value 


£ . ue-j h 


Match length 


122 


% identity 


88 


NCBI Description 




Seq. No. 


IdoZZd 


beq. ID 


Lib Jl / O - UU / 


Method 


BLASTX 


NCBI GI 


g2388582 


BLAST score 


o24 


E value 


J. • ue ju 


Match length 


73 


% identity 


86 


NCBI Description 


(AC000098) 




transferase 


Seq. No. 


153226 


Seq. ID 


LIB3176-007 


Method 


BLASTX 


NCBI GI 


g507808 


BLAST score 


689 


E value 


7.0e-73 


Match length 


138 


% identity 


96 



-P1-K1-F1 



Contains similarity to Rattus 0-GlcNAc 
(gb_U76557). [Arabidopsis thaliana] 



-P1-K1-F10 



NCBI Description 



(D13987) phosphoenolpyruvate carboxylase [Brassica napus] 

>gi_743641_prf 2013218A phosphoenolpyruvate carboxylase 

[Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153227 

LIB3176-007-P1-K1-F12 

BLASTN 

g3985949 

58 

2.0e-24 

98 

90 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MOB24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



153228 

LIB3176-007-P1-K1-F2 

BLASTX 

g3819699 

517 
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II 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-52 

133 

73 

(AJ009609) BnMAP4K alpha2 [Brassica napus] 
153229 

LIB3176-007-P1-K1-F4 

BLASTN 

g3785968 

124 

3.0e-63 

383 

98 

Arabidopsis thaliana chromosome II BAC F2I9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

153230 

LIB317 6-007-P1-K1-F5 

BLASTX 

g2281649 

291 

2.0e-26 

69 

86 

(AF003105) AP2 domain containing protein RAP2.12 
[Arabidopsis thaliana] 

153231 

LIB3176-007-P1-K1-F6 

BLASTX 

gll68256 

460 

4.0e-46 

94 

95 

ASPARTATE AMINOTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(TRANSAMINASE A) >gi_693688 (U15026) aspartate 

aminotransferase [Arabidopsis thaliana] >gi_3201622 
(AC004669) aspartate aminotransferase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



153232 

LIB3176-007-P1-K1-F8 

BLASTN 

gl871173 

301 

1.0e-169 

412 

100 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 
sequence, complete sequence 

153233 

LIB3176-007-P1-K1-F9 

BLASTX 

g2495179 

507 



19736 



E value 
Match length 
% identity 
NCBI Description 



1.0e-51 

103 

100 

PORPHOBILINOGEN DEAMINASE PRECURSOR (PBG) 

( H YDROX YMET H YLB I LANE SYNTHASE) (HMBS) ( PRE-UROPORPHYRINOGEN 

SYNTHASE) >gi_1084340_pir S50762 hydroxymethylbilane 

synthase (EC 4.3.1.8) precursor - Arabidopsis thaliana 
>gi_313150_emb_CAA51941_ (X73535) hydroxymethylbilane 
synthase [Arabidopsis thaliana] >gi_313838_emb_CAA52061_ 
(X73839) hydroxymethylbilane synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value - 

Match length 

% identity 

NCBI Description 



153234 

LIB3176-007-P1-K1-G1 

BLASTN 

g3810584 

188 

1.0e-101 

412 

98 

Arabidopsis thaliana chromosome II BAC T6B13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153235 

LIB3176-007-P1-K1-G10 

BLASTX 

g832876 

481 

2.0e-48 

113 

82 

(L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153236 

LIB3176-007-P1-K1-G11 

BLASTN 

gll919 

49 

1.0e-18 

162 

87 

Oenothera elata subsp. hookeri plastid gene for 
pre-apocytochrome f (Euoenothera plastome I) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153237 

LIB3176-007-P1-K1-G2 

BLASTX 

g2244762 

468 

6.0e-47 

119 

72 

(Z97335) major latex protein [Arabidopsis thaliana] 



Seq. No. 



153238 



19-737 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-007-P1-K1-G4 

BLASTX 

g2495179 

545 

6.0e-56 

111 

99 

PORPHOBILINOGEN DEAMINASE PRECURSOR (PBG) 

(HYDROXYMETHYLBILANE SYNTHASE) (HMBS) ( PRE-UROPORPHYRINOGEN 

SYNTHASE) >gi_1084340_pir S507 62 hydroxymethylbilane 

synthase (EC 4.3.1.8) precursor - Arabidcpsis thaliana 
>gi_313150_emb_CAA51941_ (X73535) hydroxymethylbilane 
synthase [Arabidopsis thaliana] >gi_313838_emb_CAA52061_ 
(X73839) hydroxymethylbilane synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153239 

LIB3176-007-P1-K1-G5 

BLASTX 

g3421096 

536 

5.0e-55 

108 

99 

(AF043528) 20S proteasome subunit PAG1 [Arabidopsis 
thaliana] >gi_3885332 (AC005623) proteasome component 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153240 

LIB3176-007-P1-K1-G7 

BLASTX 

g2924779 

375 

5.0e-36 

111 
69 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249__ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153241 

LIB3176-007-P1-K1-G8 

BLASTN 

g4519195 

233 

1.0e-128 

397 

59 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MQC12, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



153242 

LIB3176-007-P1-K1-H1 

BLASTN 

g4587641 



19738 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208 

1.0e-113 

354 
98 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 

153243 

LIB3176-007-P1-K1-H2 

BLASTN 

g2182287 

269 

1.0e-150 

403 
97 

Genomic sequence for Arabidopsis thaliana BAC T7N9, 
complete sequence [Arabidopsis thaliana] 

153244 

LIB3176-007-P1-K1-H3 

BLASTX 

g2924779 

262 

6.0e-23 

53 

100 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi__2981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153245 

LIB3176-007-P1-K1-H4 

BLASTN 

g4558586 

369 

0.0e+00 

433 

96 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T5I8 sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



153246 

LIB3176-007-P1-K1-H6 

BLASTX 

g2809246 

178 

4.0e-13 

101 

31 

(AC002560) F2401.15 [Arabidopsis thaliana] 
153247 

LIB3176-007-P1-K1-H8 

BLASTX 

gl709633 



19739 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230 

4.0e-19 

76 
57 

XAA-PRO DI PEPTIDASE (X-PRO DIPEPTIDASE) (PROLINE 
DIPEPTIDASE) (PROLIDASE) (IMIDODIPEPTIDASE) (PEPTIDASE 4) 
>gi_1236706 (U51014) prolidase [Mus musculus] 

153248 

LIB3176-008-P1-K1-A10 

BLASTX 

g4678226 

552 

8.0e-57 

118 

94 

(AC007135) putative 40S ribosomal protein S14 [Arabidopsis 
thaliana] 

153249 

LIB3176-008-P1-K1-A11 

BLASTX 

gl905876 

535 

9.0e-55 

108 

99 

(U9087 9) biotin carboxylase subunit [Arabidopsis thaliana] 
>gi_1916300 (U91414) heteromeric acetyl-CoA carboxylase 
biotin carboxylase subunit [Arabidopsis thaliana] 
>gi_3047099 (AF058826) Arabidopsis thaliana biotin 
carboxylase subunit (GB:U90879) [Arabidopsis thaliana] 

153250 

LIB3176-008-P1-K1-A12 

BLASTX 

g3023848 

692 

3.0e-73 

143 

35 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-4 0 REPEAT AUXIN-DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153251 

LIB3176-008-P1-K1-A3 

BLASTX 

g!363489 

637 

9.0e-67 

135 
89 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 



19740 



# 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153252 

LIB3176-008-P1-K1-A4 

BLASTX 

g!724100 

403 

3.0e-39 

140 

54 

(U79765) porin [Mesembryanthemum crystallinum] 
153253 

LIB3176-008-P1-K1-A5 

BLASTX 

g4164473 

171 

4.0e-12 

51 

69 

(AF061157) negatively light-regulated protein [Vernicia 
fordii] 

153254 

LIB3176-008-P1-K1-A6 

BLASTX 

g2443357 

490 

2.0e-49 

138 

72 

(AB004293) SigB [Arabidopsis thaliana] 
>gi_2597831_emb_CAA75584_ (Y15362) sigma factor 
[Arabidopsis thaliana] >gi_2879922_dbj_BAA24825_ (AB004820) 
plastid RNA polymerase sigma- subunit [Arabidopsis thaliana] 
>gi_3063440 (AC003981) F22013.2 [Arabidopsis thaliana] 



Seq. No. 


153255 


Seq. ID 


LIB3176- 


Method 


BLASTX 


NCBI GI 


g2243120 


BLAST score 


262 


E value 


6.0e-23 


Match length 


90 


% identity 


76 


NCBI Description 


(Y10845) 


Seq. No. 


153256 


Seq. ID 


LIB3176- 


Method 


BLASTX 


NCBI GI 


g3337361 


BLAST score 


554 


E value 


4.0e-57 


Match length 


125 


% identity 


80 


NCBI Description 


(AC00448 


Seq. No. 


153257 



O-acetylserine (thiol) lyase [Brassica juncea] 



19741 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-008-P1-K1-A9 

BLASTX 

g3176676 

508 

1.0e-51 

106 
96 

(AC003671) Similar to carbonic anhydrase gb_L19255 from 
Nicotiana tabacum. ESTs gb_AA597643, gb_T45390, gb_T4 3963 
and gb AA597734 come from this gene, [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153258 

LIB3176-008-P1-K1-B1 

BLASTX 

g2119848 

603 

9.0e-63 

113 
99 

chlorophyll a/b-binding protein type I precursor LhblBl 
Arabidopsis thaliana >gi_16366_emb_CAA45789_ (X64459) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128229 (AC004077) putative 
photosystem II type I chlorophyll a/b binding protein 
[Arabidopsis thaliana] >gi_3337372 (AC004481) putative 
photosystem II type I chlorophyll a/b binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153259 

LIB3176-008-P1-K1-B11 

BLASTX 

g2129769 

536 

9.0e-57 

118 

97 

xyloglucan endo-transglycosylase precursor - Arabidopsis 
thaliana >gi_944810_dbj_BAA09783_ (D63508) endo-xyloglucan 
transferase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153260 

LIB3176-008-P1-K1-B12 

BLASTX 

g4583153 

151 

7.0e-10 

62 
45 

(AF108211) cytosolic inorganic pyrophosphatase [Homo 
sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



153261 

LIB3176-008-P1-K1-B4 

BLASTX 

g3023742 

450 

7.0e-45 



19742 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



II 

117 
81 

FERREDOXIN 2 PRECURSOR >gi_1931646 (U95973) ferredoxin 
precusor isolog [Arabidopsis thaliana] 

153262 

LIB3176-008-P1-K1-B6 

BLASTX 

g3122572 

456 

2.0e-45 

139 

66 

NADH-UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX I 

SUBUNIT) >gi_1084434_pir S52737 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3) 76K chain precursor - potato 
>gi_758340_emb__CAA59818_ (X85808) 76 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 

153263 

LIB3176-008-P1-K1-B7 

BLASTX 

g3337361 

582 

2.0e-60 

139 

76 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
153264 

LIB3176-008-P1-K1-B8 

BLASTX 

gll75013 

495 

3.0e-50 

97 

99 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_629542_pir S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 

153265 

LIB3176-008-P1-K1-C1 

BLASTX 

g542157 

546 

4.0e-56 

127 

82 

ribosomal 5S RNA-binding protein - Rice 
153266 

LIB3176-008-P1-K1-C10 

BLASTX 

g4539292 
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<9 • 

BLAST score 486 
E value 4.0e-4 9 

Match length 96 
% identity 96 

NCBI Description (AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153267 

LIB3176-008-P1-K1-C11 

BLASTX 

gl32677 

484 

7.0e-4 9 

124 

78 

50S RIBOSOMAL PROTEIN LIS, CHLOROPLAST PRECURSOR (CL15) 

>gi_71241_pir R5MUL5 ribosomal protein L15 precursor, 

chloroplast - Arabidopsis thaliana >gi_164 97_emb_CAA77593_ 
(Z11508) Plastid ribosomal protein CL15 [Arabidopsis 
thaliana] 



Seq. 
Seq. 



No. 
ID 



Method 



153268 

LIB317 6-008-P1-K1-C12 
BLASTX 



NCBI GI 


g3914740 


BLAST score 


516 


E value 


1.0e-52 


Match length 


128 


% identity 


83 


NCBI Description 


60S RIBOSOMAL PROTEIN L26 >gi_ 




(D78495) ribosomal protein [Ba 


Seq. No. 


153269 


Seq. ID 


LIB317 6-008-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2245000 


BLAST score 


577 


E value 


9.0e-60 


Match length 


122 


% identity 


96 


NCBI Description 


(Z97341) hypothetical protein 


Seq. No. 


153270 


Seq. ID 


LIB3176-008-P1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3892056 


BLAST score 


629 


E value 


8.0e-66 


Match length 


128 


% identity 


99 


NCBI Description 


(AC002330) putative vacuolar 


Seq. No. 


15327 r 


Seq. ID 


LIB3176-008-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2129639 


BLAST score 


277 
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E value 9.0e-60 
Match length 128 
% identity 95 

NCBI Description luminal binding protein (BiP) - Arabidopsis thaliana 

>gi_1303695_dbj_BAA12348_ (D84414) luminal binding protein 
(BiP) [Arabidopsis thaliana] 



Seq. No. 153272 

Seq. ID LIB3176-008-P1-K1-C6 

Method BLASTX 

NCBI GI g2342728 

BLAST score 368 

E value 3.0e-35 

Match length 120 

% identity 61 

NCBI Description (AC002341) Cysteine proteinase isolog [Arabidopsis 
thaliana] 

Seq. No. 153273 

Seq. ID LIB3176-008-P1-K1-C7 

Method BLASTX 

NCBI GI gll43427 

BLAST score 286 

E value 3.0e-26 

Match length 66 

% identity 86 

NCBI Description (X73961) heat shock protein 70 [Cucumis sativus] 

Seq. No. 153274 

Seq. ID LIB3176-008-P1-K1-D1 

Method BLASTX 

NCBI GI gll3026 

BLAST score 322 

E value 8.0e-30 

Match length 67 

% identity 93 

NCBI Description ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi__255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 

isocitrate lyase [Brassica napus] 

Seq. No. 153275 

Seq. ID LIB3176-008-P1-K1-D10 

Method BLASTX 

NCBI GI gll4335 

BLAST score 140 

E value 4.0e-09 

Match length 28 

% identity 100 

NCBI Description PLASMA MEMBRANE AT PAS E 2 (PROTON PUMP) 

>gi_67973_pir PXMUP2 H+-transporting ATPase (EC 3.6.1.35) 

type 2, plasma membrane - Arabidopsis thaliana >gi_166629 
(J05570) H+-ATPase [Arabidopsis thaliana] 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
"'NCBI Description 



153276 

LIB3176-008-P1-K1-D11 

BLASTX 

gll7238 

472 

2.0e-47 

133 

77 

MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR CPROTEIN 
CS /CH-42) CMG- PROTOPORPHYRIN IX CHELATASE) 

>gi_81656_pir S12785 protein ch-42 precursor, chloroplast 

- Arabidopsis thaliana >gi_1020100_emb_CAA62754_ (X91411) 
protoporphyrin-IX Mg-chetalase [Arabidopsis thaliana] 
>gi_2832653_emb_CAA16728_ (AL021710) protein ch-42 
precursor, chloroplast [Arabidopsis thaliana] 
>gi_4490290_emb_CAB38561.1_ (X51799) chloroplast protein 

[Arabidopsis thaliana] >gi_228771_prf 1811226A ccsA gene 

[Euglena gracilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153277 

LIB317 6-008-P1-K1-D12 

BLASTN 

g4581084 

327 

0.0e+00 

363 

98 

Arabidopsis thaliana chromosome I BAC T30F21 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153278 

LIB317 6-008-P1-K1-D2 

BLASTX 

gl718097 

458 

1.0e-45 

126 

63 

VACUOLAR ATP SYNTHASE SUBUNIT AC39 (V-ATPASE AC39 SUBUNIT) 
(41 KD ACCESSORY PROTEIN) (DVA41) >gi_626048_pir A55016 

lysosomal membrane protein DVA41 - slime mold 
(Dictyostelium discoideum) >gi_532733 (U13150) vacuolar 

ATPase subunit DVA41 [Dictyostelium discoideum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153279 

LIB317 6-008-P1-K1-D3 

BLASTN 

g3046851 

398 

0.0e+00 

402 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIJ24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 



153280 

LIB3176-008-P1-K1-D4 
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Method 


II 

BLASTX 


NCBI GI 


g4559354 


BLAST score 


218 


E value 


6.0e-22 


Match length 


69 


% identity 


17 


NCBI Description 


(AC006585 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153281 

LIB3176-008-P1-K1-D5 

BLASTX 

gll5767 

730 

1.0e-77 

141 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541__ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153282 

LIB3176-008-P1-K1-D6 

BLASTX 

g4309731 

216 

2.0e-17 

113 

40 

(AC006439) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153283 

LIB3176-008-P1-K1-D7 

BLASTX 

g2224911 

459 

6.0e-46 

136 

71 

(U93048) somatic embryogenesis receptor-like kinase [Daucus 
carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153284 

LIB3176-008-P1-K1-D8 

BLASTN 

g3128134 

348 

0.0e+00 

348 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
K18G13, complete sequence [Arabidopsis thaliana] 



clone : 



Seq. No. 



153285 
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€1 



oeq. ±u 


LIB317 6-008-P1-K1-D9 


Method 




NCBI GI 


gl66765 


BLAST score 


561 


E value 


7 Ho— R ft 


jyiaucn xengxn. 


1 0 Q 


•6 laerrcity 


.? 0 




(M23106) heat shock protein HSP70-1 [Arabidopsis 


beg, ino. 




oeq. ±u 


LIB317 6-008-P1-K1-E1 


Method 


DT 7\ QTY 


NCBI GI 


gZ4y /bo / 


BLAST score 




E value 


0 . ue 0 0 


Match length 


129 


% identity 


85 


JNV^D-L uescripL-iuii 


MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 


>rr-i 9117463 nir S57958 malate dehydrogenase (EC 




_ -ra-nf* >m ^997^6 emb CAA61621 (X89451) malate 




H^h\7rJr*nrr^n3 FBrassica naDUSl 


Seq. No. 


1 ^^9P7 

lJJiO / 


beq. iu 


T.TR31 7fi-0OR-Pl-Kl-El0 

JjXU>J X / \J V VU XT J- 1\X lux V 


Method 


TOT A C TV 


NCBI GI 


g3769300 


BLAST score 


555 


E value 


4 . ue o / 


Match length 




% identity 


0 0 


NL-ni Description 


/■ anni ft R ^9 ^ At-RFRir TArabidoosis thalianal 


Seq. No. 


IOjZOO 


UC4. ±u 


LIB317 6-008-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g497325 


BLAST score 


141 


E value 


1.0e-08 


Match length 


40 



,1.37] 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

(U09867) unknown [Chlorobium vibrio forme] 
>gi__1098330_prf 2115394E ORF Z [Chlorobium vibrioforme] 

153289 

LIB3176-008-P1-K1-E12 

BLASTX 

gll72873 

242 

2.0e-20 

112 

47 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj__BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 



153290 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-008-P1-K1-E2 

BLASTX 

g4454036 

748 

1.0e-7 9 

138 

99 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153291 

LIB3176-008-P1-K1-E3 

BLASTX 

g2062157 

408 

3.0e-72 
202 
42 

(AC001645) 
thaliana] 



jasraonate inducible protein isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153292 

LIB3176-008-P1-K1-E4 

BLASTX 

g4469007 

99 

2.0e-25 

62 

85 

(AL035602) UDP rhamnose-anthocyanidin-3-glucoside 
rhamnosyltransferase-like protein [Arabidopsis thaliana] 

153293 

LIB3176-008-P1-K1-E5 

BLASTX 

gl762584 

626 

2.0e-65 

128 

56 

(U63373) polygalacturonase isoenzyme 1 beta subunit homolog 
[Arabidopsis thaliana] 

153294 

LIB3176-008-P1-K1-E6 

BLASTX 

g280386 

657 

4.0e-69 

127 

100 

ubiquitin / ribosomal protein CEP52 - Arabidopsis thaliana 
>gi_166930 (J05507) ubiquitin extension protein (UBQ1) 
[Arabidopsis thaliana] >gi_166932 (J05508) ubiquitin 
extension protein (UBQ2) [Arabidopsis thaliana] 
>gi_4678227_gb_AAD26972.1_AC007135_8 (AC007135) 
ubiquitin/ribosomal protein CEP52 [Arabidopsis thaliana] 
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® 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153295 

LIB3176-008-P1-K1-E7 

BLASTX 

g3128180 

757 

8.0e-81 

145 
99 

(AC004521) citrate synthetase [Arabidopsis thaliana] 
153296 

LIB317 6-008-P1-K1-E9 

BLASTX 

g3688799 

483 

9.0e-49 

104 

93 

(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153297 

LIB3176-008-P1-K1-F1 

BLASTN 

g2618605 

201 

1.0e-109 

417 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUK11, complete sequence [Arabidopsis thaliana] 



Seq. No. 


153298 


Seq. ID 


LIB3176-008 


Method 


BLASTX 


NCBI GI 


g2244759 


BLAST score 


603 


E value 


9.0e-63 


Match length 


137 


% identity 


76 


NCBI Description 


(Z97335) se 


Seq. No. 


153299 


Seq. ID 


LIB3176-008 


Method 


BLASTX 


NCBI GI 


gll3026 


BLAST score 


689 


E value 


8.0e-73 


Match length 


132 


% identity 


98 


NCBI Description 


ISOCITRATE 



-P1-K1-F10 



-P1-K1-F11 



.SE (ISOCITRASE) { ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase f IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 
isocitrate lyase [Brassica napus] >gi_44 7142j?rf 1913424A 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



isocitrate lyase [Brassica napus] 
153300 

LIB3176-008-P1-K1-F12 

BLASTN 

g4539290 

38 

2.0e-12 

102 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F14M19 



153301 

LIB3176-008-P1-K1-F2 

BLASTX 

gl32939 

611 

1.0e-63 

132 
87 

60S RIBOSOMAL PROTEIN L3 >gi_81657_pir JQ0771 ribosomal 

protein L3 (ARP1) - Arabidopsis thaliana >gi_166858 
(M32654) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



153302 

LIB3176-008-P1-K1-F3 

BLASTX 

gll70503 

470 

3.0e-53 

110 

94 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA4 6188_ 

(X65052) eukaryotic translation initiation factor 4A-1 

[Arabidopsis thaliana] 

153303 

LIB3176-008-P1-K1-F5 

BLASTX 

g2959734 

213 

5.0e-17 

43 

100 

(Y13650) homologous to GATA-binding transcription factors 
[Arabidopsis thaliana] 

153304 

LIB3176-008-P1-K1-F6 

BLASTX 

g3915847 

290 

3.0e-26 
71 
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% identity 

NCBI Description 



€1 



83 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
4 OS ribosomal protein S2 [Arabidopsis thaliana] 



Seq. No. 


153305 


Seq. ID 


LIB3176-008- 


Method 


BLASTX 


NCBI GI 


g2245144 


BLAST score 


A A C 


E value 


3 - 0e-44 


Match length 


115 


% identity 


79 


NCBI Description 


(Y10o4b) 0-< 


Seq. No. 


153306 


Seq. ID 


LIB3176-008 


Method 


BLASTX 


NCBI GI 


g2583128 


BLAST score 


298 


E value 


5. 0e-27 


Match length 


131 


% identity 


43 


NCBI Description 


(AC002387) 


Seq. No. 


153307 


Seq. ID 


LIB3176-008 


Method 


BLASTX 


NCBI GI 


g2736155 


BLAST score 


778 


E value 


3.0e-83 


Match length 


149 


% identity 


98 


NCBI Description 


(AF022082) 



-K1-F7 



-P1-K1-F8 



hypothetical protein [Arabidopsis thaliana] 



-K1-F9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



sulfolipid biosynthesis protein [Arabidopsis 
thaliana] >gi_3688184_emb_CAA21212_ (AL031804) sulfolipid 
biosynthesis protein SQD1 [Arabidopsis thaliana] 

153308 

LIB3176-008-P1-K1-G1 

BLASTX 

g267073 

644 

1.0e-67 

118 

100 

TUBULIN BETA-2 /BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

153309 

LIB3176-008-P1-K1-G10 

BLASTX 

g2062161 

604 

7.0e-63 

114 

50 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



153310 

LIB3176-008-P1-K1-G11 

BLASTX 

g4587519 

673 

5.0e-71 - 

136 

97 

(AC007060) Strong similarity to F19I3.7 gi_3033380 putative 
coatomer epsilon subunit from Arabidopsis thaliana BAC 
gb_AC004238. ESTs gb_Z17908 / gb_AA728673, gb_N96555, 
gb_H76335, gb_AA712463, gb_W43247, gb_T45611, g 



Seq. No. 


153311 


Seq. ID 


LIB3176-008-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g3080371 


BLAST score 


544 


E value 


6.0e-56 


Match length 


120 


% identity 


84 


NCBI Description 


(AL022580) putative pectinacetyle 




[Arabidopsis thaliana] 


Seq. No. 


153312 


Seq. ID 


LIB3176-008-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


g3540219 


BLAST score 


431 


E value 


1.0e-42 


Match length 


139 


% identity 


57 


NCBI Description 


(D87686) KIAA0017 protein [Homo 


Seq. No. 


153313 


Seq. ID 


LIB3176-008-P1-K1-G3 


Method 


BLASTX 


NCBI GI 


g629602 


BLAST score 


314 


E value 


7.0e-29 


Match length 


103 


% identity 


53 


NCBI Description 


probable imbibition protein - wi 


>gi_488787_emb_CAA55893_ (X79330 




protein [Brassica oleracea] 


Seq. No. 


153314 


Seq. ID 


LIB3176-008-P1-K1-G4 


Method 


BLASTX 


NCBI GI 


g2306917 


BLAST score 


693 


E value 


3.0e-73 


Match length 


136 


% identity 


99 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E ■ value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(AF003728) plasma membrane intrinsic protein [Arabidopsis 
thaliana] 

153315 

LIB317 6-008-P1-K1-G5 

BLASTN 

g4220627 

39 

1.0e-12 

201 

4 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K20J1, complete sequence [Arabidopsis thaliana] 

153316 

LIB3176-008-P1-K1-G6 

BLASTX 

g4193388 

418 

4.0e-41 

112 
73 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 

153317 

LIB3176-008-P1-K1-G7 

BLASTX 

gl32074 

649 

3.0e-68 

121 

98 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 
(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir_RKMUAl 
ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

153318 

LIB317 6-008-P1-K1-G9 

BLASTX 

g629541 

581 

3.0e-60 

124 

92 

plasma membrane intrinsic protein lc - Arabidopsis thaliana 
>gi_472875_emb_CAA53476_ (X75882) plasma membrane intrinsic 
protein lc [Arabidopsis thaliana] 

153319 

LIB3176-008-P1-K1-H1 

BLASTN 

g4582444 

447 

0.0e+00 
454 



19754 



% identity 100 

NCBI Description Arabidopsis thaliana chromosome II BAC T9H9 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153320 

LIB3176-008-P1-K1-H11 

BLASTN 

g4455168 

126 

2.0e-64 

359 
96 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F10M10 



Seq. No. 
Seq. ID 
Method 



153321 

LIB3176-008-P1-K1-H12 
BLASTX 



NCBI GI 


g2961346 


BLAST score 


492 


E value 


9.0e-50 


Match lencrth 


108 


% identity 


84 


NCBI Description 


(AL022140) pectinesterase like protein 




thaliana] 


Seq. No. 


153322 


Seq. ID 


LIB3176-008-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


g4262180 


BLAST score 


421 


E value 


2.0e-56 


Match length 


116 


% identity 


84 


NCBI Description 


(AC005508) 29621 [Arabidopsis thaliana] 


Seq. No. 


153323 


Seq. ID 


LIB317 6-008-P1-K1-H3 


Method 


BLASTX 


NCBI GI 


g!151244 


BLAST score 


583 


E value 


2.0e-60 


Match length 


118 


% identity 


100 


NCBI Description 


(U43377) GTP-binding protein [Arabidops 


Seq. No. 


153324 


Seq. ID 


LIB3176-008-P1-K1-H4 


Method 


BLASTN 


NCBI GI 


g3688169 


BLAST score 


208 


E value 


1.0e-113 


Match length 


347 


% identity 


98 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, 




(ESSAII project) 



19755 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153325 

LIB3176-008-P1-K1-H5 

BLASTN 

g2618599 

113 

6.0e-57 

156 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBD2, complete sequence [Arabidopsis thaliana] 



PI clone: 



153^26 

LIB3176-008-P1-K1-H8 

BLASTX 

g2062161 

674 

4.0e-71 

127 

50 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153327 

LIB3176-008-P1-K1-H9 

BLASTX 

g2369766 

416 

7.0e-41 

143 

58 

(AJ001304) hypothetical protein [Citrus x paradisi] 
153328 

LIB3176-008-P1-K2-A1 

BLASTX 

gll69199 

511 

7.0e-56 

118 

97 

DNA- DAMAGE-REPAIR/TOLERATION PROTEIN DRT102 

>gi_479739_pir S35271 hypothetical protein - Arabidopsis 

thaliana >gi_166928 (L11368) [Arabidopsis thaliana 
unidentified mRNA sequence, complete cds.], gene product 
[Arabidopsis thaliana] 

153329 

LIB3176-008-P1-K2-A10 

BLASTX 

g4678226 

549 

2.0e-56 

119 

92 

(AC007135) putative 40S ribosomal protein S14 [Arabidopsis 
thaliana] 



19756 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153330 

LIB3176-008-P1-K2-A11 

BLASTX 

gl865671 

724 

8.0e-77 

149 

98 

(Y09061) acetyl-CoA carboxylase, biotin carboxylase subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153331 

LIB3176-008-P1-K2-A12 

BLASTX 

g3023848 

874 

2.0e-94 

182 

48 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN- DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153332 

LIB3176-008-P1-K2-A2 

BLASTX 

g2864609 

249 

4.0e-21 

93 

51 

(AL021811) putative protein [Arabidopsis thaliana] 
>gi_4049337_emb_CAA22562_ (AL034567) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153333 

LIB317 6-008-P1-K2-A3 

BLASTX 

gl363489 

668 ,; 

3.0e-70 

137 

91 

thioglucosidase (EC 3.2.3.1) 3D precursor 
thaliana >gi_984052_emb_CAA61592_ (X89413) 
glucohydrolase [Arabidopsis thaliana] 



■ Arabidopsis 
thioglucoside 



153334 

LIB3176-008-P1-K2-A4 

BLASTX 

gl724100 

456 

2.0e-45 

181 

48 

(U797 65) porin [Mesembryanthemum crystallinura] 



19757 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



153335 

LIB3176-008-P1-K2-A5 

BLASTX 

g4164473 

225 

3.0e-18 

104 
50 

(AF061157) negatively light-regulated protein [Vermcia 
fordii] 

153336 

LIB317 6-008-P1-K2-A6 

BLASTX 

g2353173 

134 

2.0e-50 

164 

69 

(AF015543) sigma factor 2 [Arabidopsis thaliana] 
153337 

LIB3176-008-P1-K2-A7 

BLASTX 

g2243120 

262 

1.0e-22 

97 

78 

(Y10845) O-acetylserine (thiol) lyase [Brassica juncea] 
153338 

LIB3176-008-P1-K2-A8 

BLASTX 

g3337361 

720 

2.0e-76 

177 

72 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
153339 

LIB3176-008-P1-K2-A9 

BLASTX 

g3176676 

648 

5.0e-68 

131 

98 

(AC003671) Similar to carbonic anhydrase gb_L19255 from 
Nicotiana tabacum. ESTs gb_AA597643, gb_T45390, gb_T43963 
and gb_AA597734 come from this gene. [Arabidopsis thaliana] 

153340 

LIB3176-008-P1-K2-B1 
BLASTX 



19758 



# 



g2119848 
626 

2.0e-65 
119 
97 

chlorophyll a/b-binding protein type I precursor LhblBl 
Arabidopsis thaliana >gi_16366_emb_CAA4578 9_ (X64459) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128229 (AC004077) putative 
photosystem II type I chlorophyll a/b binding protein 
[Arabidopsis thaliana] >gi_3337372 (AC004481) putative 
photosystem II type I chlorophyll a/b binding protein 
[Arabidopsis thaliana] 

Seq. No. 153341 

Seq. ID LIB3176-008-P1-K2-B10 

Method BLASTN 

NCBI GI g2182289 

BLAST score 248 

E value 1.0e-137 

Match length 248 

% identity 100 

NCBI Description Arabidopsis thaliana chromosome I BAC F11P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

Seq. No, 153342 

Seq. ID LIB3176-008-P1-K2-B11 

Method BLASTX 

NCBI GI gl26985 

BLAST score 453 

E value 2.0e-4 5 

Match length 100 

% identity 88 ... 

NCBI Description MERI-5 PROTEIN >gi_166778 (M63166) meri-5 [Arabidopsis 
thaliana] 

Seq. No. 153343 

Seq. ID LIB3176-008-P1-K2-B12 

Method BLASTX 

NCBI GI g4583153 

BLAST score 325 

E value 5.0e-30 

Match length 112 

% identity 56 

NCBI Description (AF108211) cytosolic inorganic pyrophosphatase [Homo 
sapiens] 

Seq. No. 153344 

Seq. ID LIB3176-008-P1-K2-B2 

Method BLASTX 

NCBI GI g3582340 

BLAST score 164 

E value 5.0e-ll 

Match length 125 

% identity 43 

NCBI Description (AC005496) unknown protein [Arabidopsis thaliana] 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19759 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153345 

LIB3176-008-P1-K2-B3 

BLASTN 

g2924733 

63 

3.0e-27 

146 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUF9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153346 

LIB3176-008-P1-K2-B4 

BLASTX 

g3023742 

503 

7.0e-51 

139 

77 

FERREDOXIN 2 PRECURSOR >gi_1931646 (U95973) 
precusor isolog [Arabidopsis thaliana] 



ferredoxin 



153347 

LIB3176-008-P1-K2-B5 

BLASTN 

g4220637 

34 

2.0e-09 

147 

86 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MIE1, complete sequence [Arabidopsis thaliana] 



PI clone: 



153348 

LIB3176-008-P1-K2-B6 
BLASTN 
g4589436 
242 

1.0e-134 

262 

v ^ a 98 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPA22, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153349 

LIB3176-008-P1-K2-B8 

BLASTX 

g!175013 

97 

6.0e-26 

70 

91 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_62 9542_pir S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 



19760 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



153350 

LIB3176-008-P1-K2-C1 

BLASTX 

g3915826 

841 

2.0e-90 

205 

78 

60S RIBOSOMAL PROTEIN L5 



Seq. No. 153351 

Seq. ID LIB3176-008-P1-K2-C10 

Method BLASTX 

NCBI GI g4539292 

BLAST score 523 

E value 2.0e-53 

Match length 132 

% identity 78 - - t 

NCBI Description (AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 

153352 

LIB3176-008-P1-K2-C11 
BLASTX 
gl32677 
127 

7.0e-07 
145 
60 

SOS RIBOSOMAL PROTEIN LIS, CHLOROPLAST PRECURSOR (CL15) 

>gi_71241_pir R5MUL5 ribosomal protein L15 precursor, 

chloroplast - Arabidopsis thaliana >gi_16497_emb_CAA77593_ 
(Z11508) Plastid ribosomal protein CL15 [Arabidopsis 
thaliana] 

Seq. No. 153353 

Seq. ID LIB3176-008-P1-K2-C2 

Method BLASTX 

NCBI GI g2245000 

BLAST score 449 

E value 6.0e-45 . 

Match length 95 

% identity 99 ( 
NCBI Description (Z97341) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 153354 

Seq. ID LIB3176-008-P1-K2-C3 

Method BLASTX 

NCBI GI g3892056 

BLAST score 50 

E value 7.0e-17 

Match length 123 

% identity 56 

NCBI Description (AC002330) putative vacuolar ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 153355 

Seq. ID LIB3176-008-P1-K2-C4 



19761 



Method BLASTX 

NCBI GI g2129639 

BLAST score 563 

E value 3.0e-58 

Match length 118 

% identity 97 

NCBI Description luminal binding protein (BiP) - Arabidopsis thalxana 

>gi_1303695_dbj_BAA12348_ (D84414) luminal binding protein 
(BiP) [Arabidopsis thaliana] 

Seq. No. 153356 

Seq. ID LIB3176-008-P1-K2-C5 

Method BLASTN 

NCBI GI g3790547 

BLAST score 32 

E value 1.0e-08 

Match length 40 

% identity 95 

NCBI Description Arabidopsis thaliana cultivar Columbia flavanone 
3-hydroxylase (F3H) gene, complete cds 

Seq. No. 153357 

Seq. ID LIB3176-008-P1-K2-C6 

Method BLASTX 

NCBI GI g2342728 

BLAST score 363 

E value 2.0e-34 

Match length 114 

% identity 62 

NCBI Description (AC002341) Cysteine proteinase isolog [Arabidopsis 
thaliana] 

Seq. No. 153358 

Seq. ID LIB3176-008-P1-K2-C7 

Method BLASTX 

NCBI GI gl928991 

BLAST score 162 

E value 1.0e-ll 

Match length 54 

% identity 63 

NCBI Description (U92815) heat shock protein 70 precursor [Citrullus 
lanatus] 

Seq. No. 153359 

Seq. ID LIB3176-008-P1-K2-C9 

Method BLASTX 

NCBI GI g2252866 

BLAST score 303 

E value 2.0e-27 

Match length 78 

% identity 79 

NCBI Description (AF013294) contains region of similarity to SYT 
[Arabidopsis thaliana] 

Seq. No. 153360 

Seq. ID LIB3176-008-P1-K2-D1 

Method BLASTX 



19762 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!695645 
207 

2.0e-16 

43 

88 

(D78256) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



Isocitrate Lyase [Cucurbita sp.] 



153361 

LIB3176-008-P1-K2-D10 

BLASTX 

gll4335 

152 

2.0e-10 

32 

97 

PLASMA MEMBRANE AT PAS E 2 (PROTON PUMP) 

>gi_67973__pir PXMUP2 H+-transporting ATPase (EC 3, 

type 2, plasma membrane - Arabidopsis thaliana >gi_ 
(J05570) H+-ATPase [Arabidopsis thaliana] 



6.1.35) 
166629 



153362 

LIB317 6-008-P1-K2-D11 

BLASTX 

gll7238 

501 

9.0e-51 

132 

80 

MAGNE S I UM- CHELATASE SUBUNIT CHLI PRECURSOR (PROTEIN 
CS/CH-42) (MG-PROTOPORPHYRIN IX CHELATASE) 

>gi 81656_pir S12785 protein ch-42 precursor, chloroplast 

- Arabidopsis thaliana >gi_1020100_emb_CAA62754_ (X91411) 
protoporphyrin-IX Mg-chetalase [Arabidopsis thaliana] 
>gi_2832653_emb_CAA16728_ (AL021710) protein ch-42 
precursor, chloroplast [Arabidopsis thaliana] 
>gi 4490290_emb_CAB38561.1_ (X51799) chloroplast protein 
[Arabidopsis thaliana] >gi_228771_prf_1811226A ccsA gene 
[Euglena gracilis] 

153363 

LIB3176-008-P1-K2-D12 

BLASTN 

g4581084 

363 

0.0e+00 

371 

99 

Arabidopsis thaliana chromosome I BAC T30F21 genomic 
sequence, complete sequence 

153364 

LIB3176-008-P1-K2-D2 

BLASTX 

gl718097 

317 

2.0e-29 
93 



19763 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



60 

VACUOLAR ATP SYNTHASE SUBUNIT AC39 (V-ATPASE AC39 SUBUNIT) 
(41 KD ACCESSORY PROTEIN) (DVA41) >gi_62604 8_pir A55016 

lysosomal membrane protein DVA41 - slime mold 
(Dictyostelium discoideum) >gi__532733 (U13150) vacuolar 

ATPase subunit DVA41 [Dictyostelium discoideum] 

153365 

LIB3176-008-P1-K2-D3 

BLASTN 

g3046851 

446 

0.0e+00 

473 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIJ24, complete sequence [Arabidopsis thaliana] 

153366 

LIB3176-008-P1-K2-D5 

BLASTX 

g2196772 

146 

1.0e-09 

71 
48 

(AF003128) chlorophyll a/b-binding protein 
[Mesembryanthemum crystallinum] 

153367 

LIB3176-008-P1-K2-D6 

BLASTX 

g4455332 

182 

2.0e-13 

81 
48 

(AL035525) putative protein [Arabidopsis thaliana] 
153368 

LIB3176-008-P1-K2-D7 

BLASTX 

g2224911 

380 

5.0e-37 

84 

88 

(U93048) somatic embryogenesis receptor-like kinase [Daucus 
carota] 

153369 

LIB3176-008-P1-K2-D8 

BLASTN 

g3046851 

60 

2.0e-25 
104 



19764 



# 



% identity 89 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIJ24, complete sequence [Arabidopsis thaliana] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153370 

LIB3176-008-P1-K2-D9 

BLASTX 

gl66765 

476 

6.0e-48 

103 

91 

(M23106) heat shock protein HSP70-1 [Arabidopsis thaliana] 
153371 

LIB3176-008-P1-K2-E1 

BLASTX 

g3929649 

849 

2.0e-91 

194 

87 

(AJ131205) mitochondrial NAD-dependent malate dehydrogenase 
[Arabidopsis thaliana] 



Seq. No. 


153372 


Seq. ID 


LIB3176-008-P1-K2-E10 


Method 


BLASTX 


NCBI GI 


g3769300 


BLAST score 


510 


E value 


7.0e-52 


Match length 


129 


% identity 


78 


NCBI Description 


(AB018552) AtRERIC [Arabidopsis thaliana] 


Seq. No. 


153373 


Seq. ID 


LIB3176-008-P1-K2-E12 


Method 


BLASTX 


NCBI GI 


g2511693 


BLAST score 


284 


E value 


3.0e-25 


Match length 


142 


% identity 


44 


NCBI Description 


(Z99954) cysteine proteinase precursor [Phaseolus 


Seq. No. 


153374 


Seq. ID 


LIB3176-008-P1-K2-E2 


Method 


BLASTN 


NCBI GI 


g4454022 


BLAST score 


51 


E value 


4.0e-20 


Match length 


88 


% identity 


61 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone 




(ESSAII project) 



F9D16 



Seq. No. 



153375 



19765 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3176-008-P1-K2-E3 

BLASTX 

g2062157 

484 

8.0e-58 

131 

37 

(AC001645) jasiaonate inducible protein isolog [Arabidopsxs 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153376 

LIB3176-008-P1-K2-E4 

BLASTX 

g4469007 

822 

2.0e-88 

162 
98 

(AL035602) UDP rhamnose-anthocyanidin-3-glucoside 
rhamnosyltransferase-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153377 

LIB3176-008-P1-K2-E6 

BLASTX 

g280386 

627 

1.0e-65 

126 

97 

ubiquitin / ribosomal protein CEP52 - Arabidopsis thaliana 
>gi_166930 (J05507) ubiquitin extension protein (UBQ1) 
[Arabidopsis thaliana] >gi_166932 (J05508) ubiquitin 
extension protein (UBQ2) [Arabidopsis thaliana] 
>gi_4678227_gb_AAD26972.1_AC007135_8 (AC007135) 
ubiquitin/ribosomal protein CEP52 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153378 

LIB3176-008-P1-K2-E7 

BLASTX 

g4454036 

511 

4.0e-52 

103 
92 

(AL035394) putative major latex protein [Arabidopsxs 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153379 

LIB3176-008-P1-K2-E9 

BLASTX 

g2062157 

225 

4.0e-19 

72 
62 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



19766 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%., identity 

NCBI Description 



153380 

LIB3176-008-P1-K2-F1 

BLASTX 

g3688799 

435 

3.0e-43 

89 

98 

(AF057137) gamma tonoplast intrinsic protein 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153381 

LIB3176-008-P1-K2-F10 

BLASTX 

g2244759 

635 

2.0e-66 

141 

78 

(Z97335) selenium-binding protein [Arabidopsis thaliana] 
153382 

LIB3176-008-P1-K2-F11 

BLASTX 

gll3026 

376 

2.0e-36 

94 

81 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi__68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_447142__prf 1913424A 

isocitrate lyase [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153383 

LIB3176-008-P1-K2-F12 

BLASTX 

g4539292 

286 

3.0e-26 

58 

95 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



153384 

LIB3176-008-P1-K2-F2 

BLASTX 

g2245144 

321 

9.0e-30 

78 

82 
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NCBI Description (Y10846) O-acetylserine (thiol) lyase [Brassica juncea] 



Seq. No. 153385 

Seq. ID LIB3176-008-P1-K2-F3 

Method BLASTX 

NCBI GI gll70503 

BLAST score 639 

E value 7.0e-67 

Match length 127 

% identity 99 

NCBI Description EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb_CAA46188_ 
(X65052) eukaryotic translation initiation factor 4A-1 
[Arabidopsis thaliana] 

Seq. No. 153386 

Seq. ID LIB3176-008-P1-K2-F5 

Method BLASTX 

NCBI GI g2959734 

BLAST score 289 

E value 7.0e-2 6 

Match length 61 

% identity 93 

NCBI Description (Y13650) homologous to GATA-binding transcriptxon factors 
[Arabidopsis thaliana] ^ 

Seq. No. 153387 

Seq. ID LIB3176-008-P1-K2-F7 

Method BLASTN 

NCBI GI g2618605 

BLAST score 169 

E value 4.0e-90 

Match length 394 

% identity 97 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUK11, complete sequence [Arabidopsis thaliana] 

Seq. No. 153388 

Seq. ID LIB3176-008-P1-K2-F9 

Method BLASTX 

NCBI GI g2736155 

BLAST score 733 

E value 6.0e-78 

Match length 152 

% identity 92 

NCBI Description (AF022082) sulfolipid biosynthesis protein [Arabidopsis 

thaliana] >gi_3688184_emb_CAA21212_ (AL031804) sulfolipid 
biosynthesis protein SQD1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



153389 

LIB3176-008-P1-K2-G1 

BLASTX 

g267073 

723 

1.0e-76 
139 



19768 



96 

TUBULIN BETA- 2 / BETA- 3 CHAIN >gi_320184__pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_1668 98 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 

Seq. No. 153390 

Seq. ID LIB3176-008-P1-K2-G10 

Method BLASTX 

NCBI GI g2062161 

BLAST score 621 

E value 9.0e-65 

Match length 157 

% identity 44 

NCBI Description (AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

Seq. No. 153391 

Seq. ID LIB3176-008-P1-K2-G11 

Method BLASTX 

NCBI GI g4587519 

BLAST score 738 

E value 2.0e-78 

Match length 162 

% identity 90 

NCBI Description (AC007060) Strong similarity to F19I3.7 gi_303338O putative 
coatomer epsilon subunit from Arabidopsis thaliana BAC 
gb_AC004238. ESTs gb_Z17908, gb_AA728673, gb_N96555, 
gb_H76335, gb_AA712463, gb_W43247, gb_T45611, g 

Seq. No. 153392 

Seq. ID LIB3176-008-P1-K2-G12 

Method BLASTX 

NCBI GI g3080371 

BLAST score 620 

E value 1.0e-64 

Match length 145 

% identity 78 

NCBI Description (AL022580) putative pectinacetylesterase protein 
[Arabidopsis thaliana] 

Seq. No. 153393 

Seq. ID LIB3176-008-P1-K2-G2 

Method BLASTX 

NCBI GI g3540219 

BLAST score 197 

E value 1.0e-15 

Match length 63 

% identity 56 

NCBI Description (D87686) KIAA0017 protein [Homo sapiens] 

Seq. No. 153394 

Seq. ID LIB3176-008-P1-K2-G3 

Method BLASTX 

NCBI GI g629602 

BLAST score 510 

E value 1.0e-51 



% identity 

NCBI Description 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197 
49 

probable inhibition protein - wild cabbage 
>gi_488787_emb_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 

153395 

LIB3176-008-P1-K2-G4 

BLASTX 

g2306917 

389 

5.0e-38 

87 

91 

(AF003728) plasma membrane intrinsic protein [Arabidopsis 
thaliana] 

153396 

LIB3176-008-P1-K2-G5 

BLASTN 

g4584531 

34 

1.0e-09 

162 
14 

Arabidopsis thaliana DNA chromosome 4, BAC clone T9E8 
(ESSA project) * 



Seq. No. 


153397 


Seq. ID 


LIB3176-008-P1-K2-G6 


Method 


BLASTX 


NCBI GI 


g401169 


BLAST score 


246 


E value 


2.0e-21 


Match length 


50 


% identity 


96 


NCBI Description 


TRANSLATIONALLY CONTROLLED 


Seq. No. 


153398 


Seq. ID 


LIB3176-008-P1-K2-G9 


Method 


BLASTX 


NCBI GI 


gll75012 


BLAST score 


529 


E value 


4.0e-54 


Match length 


115 


% identity 


90 


NCBI Description 


PLASMA MEMBRANE INTRINSIC 


B) (TMP-B) >gi_396218_emb_ 




protein TMP-B [Arabidopsis 


Seq. No. 


153399 


Seq. ID 


LIB3176-008-P1-K2-H1 


Method 


BLASTN 


NCBI GI 


g4582444 


BLAST score 


551 


E value 


0.0e+00 


Match length 


567 
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% identity 99 

NCBI Description Arabidopsis thaiiana chromosome II BAC T9H9 genomic 
sequence , complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153400 

LIB3176-008-P1-K2-H11 

BLASTN 

g4455168 

100 

5.0e-49 

315 

93 

Arabidopsis thaiiana DNA 
(ESSAII project) 



153401 

LIB3176-008-P1-K2-H12 

BLASTN 

g2961335 

147 

3.0e-77 
191 
93 

Arabidopsis thaiiana 
(ESSAII project) 



chromosome 4, BAC clone F10M10 



DNA chromosome 4, BAC clone F1N20 



153402 

LIB3176-008-P1-K2-H2 

BLASTX 

gll72806 

567 

1.0e-58 

124 
87 

60S RIBOSOMAL PROTEIN L10 (WILM'S TUMOR SUPPRESSOR PROTEIN 

HOMOLOG) >gi_478401_pir JQ2244 ribosomal protein LlO.e, 

cytosolic - Arabidopsis thaiiana >gi_17682_emb_CAA78856_ 
(Z15157) Wilm's tumor suppressor homologue [Arabidopsis 
thaiiana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



153403 

LIB3176-008-P1-K2-H3 

BLASTX 

gll51244 

242 

1.0e-20 

69 

75 

(U43377) GTP-binding protein [Arabidopsis thaiiana] 
153404 

LIB3176-008-P1-K2-H4 

BLASTN 

g3688169 

200 

1.0e-108 
336 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F26P21 
(ESSAII project) 

153405 

LIB3176-008-P1-K2-H5 

BLASTN 

g2618599 

69 

1.0e-30 

270 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBD2, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method ^ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153406 

LIB3176-008-P1-K2-H8 

BLASTX 

g2062161 

818 

8.0e-88 

174 

50 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

153407 

LIB3176-008-P1-K2-H9 

BLASTN 

g4757405 

249 

1.0e-138 

357 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOJ10, complete sequence 

153408 

LIB3176-008-P1-K3-A1 
BLASTN 
. gl66927 
'81 

9.0e-38 

116 

95 

Arabidopsis thaliana unidentified mRNA sequence, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153409 

LIB3176-008-P1-K3-A11 

BLASTX 

g!905876 

288 

4.0e-26 

61 

95 

(U90879) biotin carboxylase subunit [Arabidopsis thaliana] 
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# 



>gi_1916300 (U91414) heteromeric acetyl-CoA carboxylase 
biotin carboxylase subunit [Arabidopsis thaliana] 
>gi_3047099 (AF058826) Arabidopsis thaliana biotin 
carboxylase subunit (GB:U90879) [Arabidopsis thaliana] 

Seq. No. 153410 

Seq. ID LIB3176-008-P1-K3-A12 

Method BLASTX 

NCBI GI g3023848 

BLAST score 636 

E value 1.0e-66 

Match length 134 

% identity 49 

NCBI Description GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN {WD-40 REPEAT AUXIN-DEPENDENT PROTEIN ARC A) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 

153411 

LIB3176-008-P1-K3-A3 
BLASTX 
gl363489 
328 

8.0e-31 
70 

90 >^ 

thioglucosidase (EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592_ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

Seq. No. 153412 

Seq. ID LIB3176-008-P1-K3-A4 

Method BLASTN 

NCBI GI g3128137 

BLAST score 50 

E value 2.0e-19 

Match length 121 

% identity 95 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K9I9, complete sequence [Arabidopsis thaliana] 

Seq. No. 153413 

Seq. ID LIB3176-008-P1-K3-A5 

Method BLASTX 

NCBI GI g4164473 

BLAST score 152 

E value 4.0e-10 

Match length 35 

% identity 80 . t 

NCBI Description (AF061157) negatively light-regulated protein [Vernicia 
fordii] 

153414 

LIB3176-008-P1-K3-A6 
BLASTX 
g2353173 
385 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
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# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-37 

79 

97 

(AF015543) 



sigma factor 2 [Arabidopsis thaliana] 



153415 

LIB3176-008-P1-K3-A7 

BLASTX 

g2243120 

262 

8.0e-23 

97 
77 

(Y10845 



O-acetylserine (thiol) lyase [Brassica juncea] 



Seq. No. 
Seq. ID 
Method 



153416 

LIB3176-008-P1-K3-A8 

BLASTX 

g3337361 

373 

2.0e-36 

77 

87 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
153417 

LIB3176-008-P1-K3-A9 

BLASTX 

g3176676 

358 

3.0e-34 

91 

82 

(AC003671) Similar to carbonic anhydrase gb_L19255 from 
Nicotiana tabacum. ESTs gb_AA597643, gb_T45390, gb_T43963 
and gb_AA597734 come from this gene. [Arabidopsis thaliana] 

153418 

LIB3176-008-P1-K3-B1 

BLASTX 

g2119848 

304 

6.0e-28 

73 

79 

chlorophyll a/b-binding protein type I precursor LhblBl - 
Arabidopsis thaliana >gi_16366_emb_CAA45789_ (X64459) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128229 (AC004077) putative 
photosystem II type I chlorophyll a/b binding protein 
[Arabidopsis thaliana] >gi_3337372 (AC004481) putative 
photosystem II type I chlorophyll a/b binding protein 
[Arabidopsis thaliana] 

153419 

LIB3176-008-P1-K3-B10 
BLASTN 



19774 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2182289 
248 

1.0e-137 

248 

100 

Arabidopsis thaliana chromosome I BAC F11P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

153420 

LIB3176-008-P1-K3-B11 

BLASTX 

g2129769 

302 

7.0e-28 

75 

80 

xyloglucan endo-transglycosylase precursor - Arabidopsis 
thaliana >gi_944810_dbj_BAA09783_ (D63508) endo-xyloglucan 
transferase [Arabidopsis thaliana] 

153421 

LIB3176-008-P1-K3-B12 

BLASTN 

g3985955 

252 

1.0e-140 

252 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTH16, complete sequence [Arabidopsis thaliana] 



Seq. No. 


153422 


Seq. ID 


LIB3176-008- 


Method 


BLASTX 


NCBI GI 


g3582340 


BLAST score 


161 


E value 


9.0e-ll 


Match length 


133 


% identity 


42 


NCBI Description 


(AC005496) 


Seq. No. 


153423 


Seq. ID 


LIB3176-008 


Method 


BLASTX 


NCBI GI 


g3023742 


BLAST score 


164 


E value 


7.0e-12 


Match length 


38 


% identity 


92 


NCBI Description 


FERREDOXIN 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



153424 

LIB3176-008-P1-K3-B6 

BLASTN 

g4589436 

201 



19775 



E value 
Match length 
% identity 
NCBI Description 



1.0e-109 

261 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPA22, complete sequence 



Seq. No. 153425 

Seq. ID LIB3176-008-P1-K3-B7 

Method BLASTX 

NCBI GI g3337361 

BLAST score 283 

E value 7.0e-26 

Match length 68 

% identity 79 . 
NCBI Description (AC004481) ankyrin-like protein [Arabidopsis thaliana] 



Seq. No. 153426 

Seq. ID LIB3176-008-P1-K3-B8 

Method BLASTX 

NCBI GI gll75013 

BLAST score 171 

E value 1.0e-12 

Match length 61 

% identity 61 . 

NCBI Description PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_629542jpir S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 



Seq. No. 153427 

Seq. ID LIB3176-008-P1-K3-C1 

Method BLASTX 

NCBI GI g3915826 

BLAST score 729 

E value 1.0e-83 

Match length 195 

% identity 7 9 

NCBI Description 60S RIBOSOMAL PROTEIN L5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153428 

LIB3176-008-P1-K3-C10 

BLASTX 

g4539292 

414 

7.0e-41 

81 

95 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



153429 

LIB3176-008-P1-K3-C11 

BLASTX 

gl32677 

379 

1.0e-36 
90 
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% identity 

NCBI Description 



83 

SOS RIBOSOMAL PROTEIN L15, CHLOROPLAST PRECURSOR (CL15) 

>gi 71241_pir R5MUL5 ribosomal protein L15 precursor, 

chloroplast - Arabidopsis thaliana >gi_164 97_emb_CAA77593_ 
(Z11508) Plastid ribosomal protein CL15 [Arabidopsis 
thaliana] 



Seq. No. 153430 

Seq. ID LIB3176-008-P1-K3-C2 

Method BLASTX 

NCBI GI g2245000 

BLAST score 452 

E value 3.0e-45 

Match length 102 

% identity 94 

NCBI Description (Z97341) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 153431 

Seq. ID LIB3176-008-P1-K3-C3 

Method BLASTX 

NCBI GI g3892056 

BLAST score 607 

E value 3.0e-63 

Match length 127 

% identity 98 

NCBI Description (AC002330) putative vacuolar ATPase [Arabidopsis thaliana 

Seq. No. 153432 

Seq. ID LIB3176-008-P1-K3-C5 

Method BLASTX 

NCBI GI g3790548 

BLAST score 280 

E value 2.0e-25 

Match length 53 

% identity 98 

NCBI Description (AF064064) flavanone 3-hydroxylase [Arabidopsis thaliana] 

Seq. No. 153433 

Seq. ID LIB3176-008-P1-K3-C6 

Method BLASTX 

NCBI GI g2342728 

BLAST score 171 

E value 2.0e-12 

Match length 68 

% identity 54 

NCBI Description (AC002341) Cysteine proteinase isolog [Arabidopsis 
thaliana] 



Seq. No. 153434 

Seq. ID LIB3176-008-P1-K3-C7 

Method BLASTX 

NCBI GI gl928991 

BLAST score 164 

E value 7.0e-12 

Match length 37 

% identity 86 

NCBI Description (U92815) heat shock protein 70 precursor [Citrullus 



19777 



lanatus] 



Seq. No. 




Seq. ID 


LIB3176-008- 


Method 


BLASTN 


NCBI GI 


~ o o c o o ^ o 
g^zozo4o 


BLAST score 


loo 


E value 


8 . Oe-81 


Match length 


n no 

iyo 


% identity 




NCBI Description 


Arabidopsis 


Seq. No. 


Ioo4oo 


Seq. ID 


LIB Jl / o-UUo- 


Method 


BLASTN 


NCBI GI 


g4589440 


BLAST score 




E value 


i n« a a 

1 . ue-44 


Match length 


92 


% identity 




NCBI Description 


Arabidopsis 




MSD^l, cortip 


Seq. No. 


153437 


Seq. ID 


LIB3176-008 


Method 


BLASTN 


NCBI GI 


gl66628 


BLAST score 


93 


E value 


2.0e~45 



P1-K3-C9 



-Dl 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



93 
100 

A.thaliana plasma membrane HH — AT Pas e gene, complete cds 
153438 

LIB3176-008-P1-K3-D11 

BLASTX 

gll7238 

416 

7.0e-41 

126 

73 

MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR (PROTEIN 
CS/CH-42) (MG-PROTOPORPHYRIN IX CHELATASE) 

>gi 81656_pir S12785 protein ch-42 precursor, chloroplast 

- Arabidopsis thaliana, >gi_1020100_emb_CAA62754_ (X91411) 
protoporphyrin- IX Mg-chetalase [Arabidopsis thaliana] 
>gi_2832653_emb_CAA16728_ (AL021710) protein ch-42 
precursor, chloroplast [Arabidopsis thaliana] 
>gi 4490290_emb_CAB38561.1_ (X51799) chloroplast protein 

[Arabidopsis thaliana] >gi_228771_prf 1811226A ccsA gene 

[Euglena gracilis] 

153439 

LIB317 6-008-P1-K3-D12 

BLASTN 

g4581084 

313 



19778 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-176 

341 
98 

Arabidopsis thaliana chromosome I BAC T30F21 genomic 
sequence, complete sequence 



153440 

LIB3176-008-P1-K3-D3 

BLASTN 

g3046851 

372 

0.0e+00 

416 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIJ24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Pi clone: 



153441 

LIB3176-008-P1-K3-D5 

BLASTX 

gll5767 

402 

1.0e-39 

79 
97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540__ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

153442 

LIB3176-008-P1-K3-D6 

BLASTX 

g4455332 

183 

1.0e-13 

81 
48 

(AL035525) putative protein [Arabidopsis thaliana] 
153443 

LIB3176-008-P1-K3-D8 

BLASTN 

g3128134 

52 

3.0e-21 

60 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18G13, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



153444 

LIB3176-008-P1-K3-D9 
BLASTX 
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NCBI GI 


® 

gl66765 


BLAST score 


400 


E value 


3.0e-39 


Match length 


78 


% identity 


97 


NCBI Description 


(M23106) 



heat shock protein HSP7 




-1 [Arabidopsis thaliana] 



Seq. No, 153445 

Seq. ID LIB3176-008-P1-K3-E1 

Method BLASTX 

NCBI GI g2 4 97 8 57 

BLAST score 375 

E value 3.0e-36 

Match length 89 

% identity 84 

NCBI Description MALATE DEHYDROGENASE , MITOCHONDRIAL PRECURSOR 

>gi_2117463_pir S57958 malate dehydrogenase (EC 1.1.1-37) 

- rape >gi_899226_emb_CAA61621_ (X89451) malate 
dehydrogenase [Brassica napus] 

Seq. No. 153446 

Seq. ID LIB3176-008-P1-K3-E10 

Method BLASTX 

NCBI GI g2642434 

BLAST score 444 

E value 3.0e-4 4 

Match length 107 

% identity 82 . 
NCBI Description (AC002391) putative Rerl protein [Arabidopsxs thaliana] 

153447 

LIB3176-008-P1-K3-E12 
BLASTX 
gll72873 
226 

1.0e-18 

107 
47 

CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA0237 4_ 
(D13043) thiol protease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 153448 

Seq. ID LIB3176-008-P1-K3-E2 

Method BLASTX 

NCBI GI g4454036 

BLAST score 766 

E value 9.0e-82 

Match length 151 

% identity 95 

NCBI Description (AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 153449 

Seq. ID LIB3176-008-P1-K3-E3 

Method BLASTX 



19780 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2062157 
157 

2.0e-21 

57 
95 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153450 

LIB3176-008-P1-K3-E4 

BLASTX 

g4469007 

462 

2.0e-46 

92 

97 

(AL035602) UDP rhamnose-anthocyanidin-3-glucoside 
rhamnosyltransferase-like protein [Arabidopsis thaliana] 

153451 

LIB3176-008-P1-K3-E6 

BLASTX 

g280386 

417 

2.0e-41 

85 

99 

ubiquitin / ribosomal protein CEP52 - Arabidopsis thaliana 
>gi 166930 (J05507) ubiquitin extension protein (UBQ1) 
[Arlbidopsis thaliana] >gi_166932 (J05508) ubiquitin 
extension protein (UBQ2) [Arabidopsis thaliana] 
>gi_4678227_gb_AAD26972.1_AC007135_8 (AC007135) 
ubiquitin/ribosomal protein CEP52 [Arabidopsis thaliana] 



Seq. No. 


153452 


Seq. ID 


LIB3176-008- 


Method 


BLASTX 


NCBI GI 


g3128180 


BLAST score 


410 


E value 


1.0e-40 


Match length 


79 


% identity 


100 


NCBI Description 


(AC004521) 


Seq. No. 


153453 


Seq. ID 


LIB3176-008 


Method 


BLASTX 


NCBI GI 


g3688799 


BLAST score 


291 


E value 


1.0e-26 


Match length 


66 


% identity 


8 9 


NCBI Description 


(AF057137) 




thaliana] 



gamma tonoplast intrinsic protein 2 [Arabidopsis 



Seq. No. 
Seq. ID 



153454 

LIB3176-008-P1-K3-F1 



19781 



Method 


BLASTN 


NCBI GI 


g2618605 


BLAST score 


182 


E value 


4.0e-98 


Match length 


202 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MUK11, complete sequence [Arabidopsis thaliana] 


S^q. No, - 


153455 


Seq. ID 


LIB3176-008-P1-K3-F10 


Method 


BLASTX 


NCBI GI 


a2244759 


BLAST score 


305 


E value 


2.0e-28 


Match length 


70 


% identity 


77 


NCBI Description 


(Z97335) selenium-binding protein [Arabidopsis thaliana] 


Seq, No. 


153456 


Seq. ID 


LIB3176-008-P1-K3-F11 


Method 


BLASTX 


NCBI GI 


gll3026 


BLAST score 


405 


E value 


9.0e-40 


Match length 


93 


% identity 


86 


NCBI Description 


ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 



>gi_68211_pir WZRPI isocitrate lyase {EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_4 47142_prf 1913424A 

isocitrate lyase [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153457 

LIB3176-008-P1-K3-F12 

BLASTX 

g4539292 

320 

3.0e-30 

65 

94 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153458 

LIB3176-008-P1-K3-F2 

BLASTX 

gl32939 

287 

2.0e-26 

55 
95 

60S RIBOSOMAL PROTEIN L3 >gi_81657_pir JQ0771 ribosomal 

protein L3 (ARP1) - Arabidopsis thaliana >gi__166858 
(M32654) ribosomal protein [Arabidopsis thaliana] 



19782 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153459 

LIB3176-008-P1-K3-F3 

BLASTX 

gll70503 

503 

4.0e-51 

99 
98 

EUKARYQTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

el'F-4Al - Arabidopsis thaliana >gi_16554_emb_CAA4 6188_ 

(X65052) eukaryotic translation initiation factor 4A-1 

[Arabidopsis thaliana] 

153460 

LIB3176-008-P1-K3-F5 

BLASTN 

g3641835 

188 

1.0e-101 

204 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T4L20 
(ESSAII project) 

153461 

LIB3176-008-P1-K3-F7 

BLASTX 

g2245144 

197 

1.0e-15 

50 
76 

( Yl 08 4 6 ) O-acet ylserine ( thiol ) 



lyase [Brassica juncea] 



153462 

LIB3176-008-P1-K3-F8 

BLASTN 

g3449326 

154 

2.0e-81 

158 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19M22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153463 

LIB3176-008-P1-K3-G10 

BLASTX 

g2062161 

340 

2.0e-32 
66 
56 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



19783 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153464 

LIB3176-008-P1-K3-G11 

BLASTX 

g4587519 

628 

8.0e-66 

120 

100 

(AC007060) Strong similarity to F19I3.7 gi_3033380- putative 
coatomer epsilon subunit from Arabidopsis thaliana BAC 
gb AC004238. ESTs gb_Z17908, gb_AA728673, gb_N96555, 
gb~H76335, gb_AA712463, gb_W43247, gb_T45611, g 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153465 

LIB3176-008-P1-K3-G12 

BLASTX 

g3080371 

681 

8.0e-72 

161 

78 

(AL022580) putative pectinacetylesterase protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153466 

LIB3176-008-P1-K3-G2 

BLASTX 

g3183207 

221 

2.0e-18 

67 

61 

HYPOTHETICAL PROTEIN KIAA0017 >gi_285999_dbj_BAA02805_ 
(D13642) KIAA0017 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



153467 

LIB3176-008-P1-K3-G4 

BLASTX 

g2306917 

202 

2.0e-16 

59 

73 

(AF003728) plasma membrane intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153468 

LIB3176-008-P1-K3-G5 

BLASTN 

g4220627 

51 

9.0e-20 

193 

4 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG 
K20J1, complete sequence [Arabidopsis thaliana] 



clone : 



19784 



Seq. No. 153469 

Seq. ID LIB3176-008-P1-K3-G6 

Method BLASTX 

NCBI GI g401169 

BLAST score 232 

E value 7.0e-20 

Match length 49 

% identity 94 

NCBI Description T RANS L AT I ON ALL Y CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 
153470 

LIB317 6-008-P1-K3-G7 
BLASTX 
gl32074 
370 

5.0e-36 
77 
95 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

153471 

LIB3176-008-P1-K3-G9 
BLASTX 
g629541 
233 

7.0e-20 
67 
72 

plasma membrane intrinsic protein lc - Arabidopsis thaliana 
>gi_472875_emb_CAA53476_ (X75882) plasma membrane intrinsic 
protein lc [Arabidopsis thaliana] 

Seq. No. 153472 

Seq. ID LIB3176-008-P1-K3-H1 

Method BLASTN 

NCBI GI g4582444 

BLAST score 219 

E value 1.0e-120 

Match length 245 

% identity 98 

NCBI Description Arabidopsis thaliana chromosome II BAC T9H9 genomic 
sequence, complete sequence 

Seq. No. 153473 

Seq. ID LIB3176-008-P1-K3-H11 

Method BLASTN 

NCBI GI g4455168 

BLAST score 151 

E value 2.0e-79 

Match length 315 

% identity 94 

NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone F10M10 
{ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19785 



Seq. No. 153474 

Seq. ID LIB3176-008-P1-K3-H2 

Method BLASTX 

NCBI GI g4262180 

BLAST score 236 

E value 2.0e-20 

Match length 42 

% identity 100 

NCBI -Description (AC005508) 29621 [Arabidopsis thaliana] 

Seq. No. 153475 

Seq. ID LIB3176-008-P1-K3-H3 

Method BLASTX 

NCBI GI gl!51244 

BLAST score 282 

E value 2.0e-25 

Match length 57 

% identity 100 

NCBI Description (U43377) GTP-binding protein [Arabidopsxs thaliana] 

Seq. No. 153476 

Seq. ID LIB3176-008-P1-K3-H4 

Method BLASTN 

NCBI GI g3688169 

BLAST score 208 

E value 1.0e-113 

Match length 347 

% identity 98 

NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone F26P21 
(ESSAII project) 

Seq. No. 153477 

Seq. ID LIB3176-008-P1-K3-H5 

Method BLASTN 

NCBI GI g2618599 

BLAST score 114 

E value 2.0e-57 

Match length 248 

% identity 98 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBD2, complete sequence [Arabidopsis thaliana] 

Seq. No. 153478 

Seq. ID LIB3176-008-P1-K3-H8 

Method BLASTX 

NCBI GI g2062161 

BLAST score 782 

E value 1.0e-83 

Match length 165 

% identity 50 

NCBI Description (AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

Seq. No. 153479 

Seq. ID LIB3176-008-P1-K3-H9 

Method BLASTN 



19786 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4757405 
267 

1.0e-149 

271 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, Pi clone: 
MOJ10, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153480 

LIB3176-008-P1-K4-A1 

BLASTX 

gll69199 

433 

1.0e-46 

108 
94 

DNA- DAMAGE - RE P A I R / T OLE RAT I ON PROTEIN DRT102 

>gi_479739_pir S35271 hypothetical protein - Arabidopsis 

thaliana >gi_166928 (L11368) [Arabidopsis thaliana 
unidentified mRNA sequence, complete cds.], gene product 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153481 

LIB3176-008-P1-K4-A10 

BLASTX 

g4678226 

208 

5.0e-17 

44 

93 

(AC007135) 
thaliana] 



putative 4 OS ribosomal protein SI 4 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153482 

LIB3176-008-P1-K4-A11 

BLASTX 

gl865671 

791 

1.0e-84 

157 

99 

(Y09061) acetyl-CoA carboxylase, biotin carboxylase subunit 
[Arabidopsis thaliana] 

153483 

LIB3176-008-P1-K4-A12 

BLASTX 

g3023848 

965 

1.0e-105 

204 

49 

GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT-LIKE 
PROTEIN (WD-40 REPEAT AUXIN- DEPENDENT PROTEIN ARCA) 
>gi_2289095 (U77381) WD-40 repeat protein [Arabidopsis 
thaliana] 



19787 



Seq. No. 153484 

Seq. ID LIB3176-008-P1-K4-A2 

Method BLASTX 

NCBI GI g2864609 

BLAST score 188 

E value 5.0e-14 

Match length 75 

% identity 48 * t 

NCBI Description (AL021811) putative protein [Arabidopsis thaliana] 

>gi_4049337_eiffb_CAA22562_ (AL034567) putative protein 
[Arabidopsis thaliana] 

153485 

LIB3176-008-P1-K4-A3 
BLASTX 
gl363489 
515 

1.0e-52 
95 
99 

thioglucosidase {EC 3.2.3.1) 3D precursor - Arabidopsis 
thaliana >gi_984052_emb_CAA61592__ (X89413) thioglucoside 
glucohydrolase [Arabidopsis thaliana] 

Seq. No. 153486 

Seq. ID LIB3176-008-P1-K4-A4 

Method BLASTX 

NCBI GI gl724100 

BLAST score 477 

E value 9.0e-48 

Match length 189 

% identity 49 

NCBI Description (U79765) porin [Mesembryanthemum crystallinum] 

Seq. No. 153487 

Seq. ID LIB3176-008-P1-K4-A5 

Method BLASTX 

NCBI GI g4164473 

BLAST score 174 

E value 3.0e-12 

Match length 104 

% identity 43 . , 

NCBI Description (AF061157) negatively light-regulated protein [Vernicia 
fordii] 

Seq. No. 153488 

Seq. ID LIB3176-008-P1-K4-A6 

Method BLASTX 

NCBI GI g2353173 

BLAST score 619 

E value 2.0e-64 

Match length 168 

% identity 7 6 

NCBI Description (AF015543) sigma factor 2 [Arabidopsis thaliana] 

Seq. No. 153489 

Seq. ID LIB3176-008-P1-K4-A7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



19788 



Method BLASTX 

NCBI GI g2243120 

BLAST score 262 

E value 8.0e-23 

Match length 93 

% identity 77 

NCBI Description (Y10845) O-acetylserine (thiol) lyase [Brassica juncea] 

Seq. No. 153490 

Seq, ID LIB3176-008-P1-K4-A8 

Method BLASTX 

NCBI GI g3337361 

BLAST score 675 

E value 4.0e-71 

Match length 165 

% identity 73 

NCBI Description (AC004481) ankyrin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153491 

LIB3176-008-P1-K4-A9 

BLASTX 

g3176676 

659 

3.0e-69 

131 

99 

(AC003671) Similar to carbonic anhydrase gb_L19255 from 
Nicotiana tabacum. ESTs gb_AA597643, gb_T45390, gb_T43963" 
and gb_AA597734 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153492 

LIB3176-008-P1-K4-B1 

BLASTX 

g2119848 

907 

3.0e-98 

174 

98 

chlorophyll a/b-binding protein type I precursor LhblBl 
Arabidopsis thaliana >gi_16366_emb_CAA45789_ (X64459) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128229 (AC004077) putative 
photosystem II type I chlorophyll a/b binding protein 
[Arabidopsis thaliana] >gi_3337372 (AC004481) putative 
photosystem II type I chlorophyll a/b binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153493 

LIB3176-008-P1-K4-B11 

BLASTX 

gl26985 

608 

2.0e-63 

118 

99 

MERI-5 PROTEIN >gi_166778 
thaliana] 



(M63166) meri-5 [Arabidopsis 



19789 



Seq. No. 153494 

Seq. ID LIB3176-008-P1-K4-B12 

Method BLASTX 

NCBI GI g4583153 

BLAST score 375 

E value 8.0e-36 

Match length 138 

% identity 54 

NCBI Description (AF108211) cytosolic inorganic pyrophosphatase [Homo 
sapiens] 

Seq. No. 153495 

Seq. ID LIB3176-008-P1-K4-B2 

Method BLASTX 

NCBI GI g3582340 

BLAST score 164 

E value 4.0e-ll 

Match length 125 

% identity 43 

NCBI Description (AC005496) unknown protein [Arabidopsis thaliana] 

Seq. No. 153496 

Seq. ID LIB3176-008-P1-K4-B3 

Method BLASTN 

NCBI GI gl6263 

BLAST score 55 

E value 2.0e-22 

Match length 177 

% identity 93 

NCBI Description Arabidopsis thaliana EF-1 alpha-A4 (NAEEFTU 4) gene for 
elongation factor 1-alpha 

Seq. No. 153497 

Seq. ID LIB3176-008-P1-K4-B4 

Method BLASTX 

NCBI GI g3023742 

BLAST score 563 

E value 7.0e-58 

Match length 139 

% identity 84 

NCBI Description FERREDOXIN 2 PRECURSOR >gi_1931646 (U95973) ferredoxm 
precusor isolog [Arabidopsis thaliana] 

Seq. No. 153498 

Seq. ID LIB3176-008-P1-K4-B5 

Method BLASTN 

NCBI GI g4220637 

BLAST score 69 

E value 3.0e-30 

Match length 303 

% identity 87 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MIE1, complete sequence [Arabidopsis thaliana] 

Seq. No. 153499 

Seq. ID LIB3176-008-P1-K4-B6 



19790 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3122572 

391 

6.0e-38 

125 
63 

NADH-UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX 

SUBUNIT) >gi_1084434j?ir S52737 NADH dehydrogenase 

(ubiquinone). (EC 1.6.5.3), 76K chain precursor - potato 

>gi_7 5834 0_emb_CAA5 98 18_ (X85808) 76 kDa mitochondrial 

complex I subunit [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



153500 

LIB3176-008-P1-K4-B7 

BLASTX 

g3337361 

280 

5.0e-25 

62 

81 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
153501 

LIB3176-008-P1-K4-B8 

BLASTX 

gll75013 

374 

3.0e-36 

94 

79 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_629542_pir S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 

153502 

LIB3176-008-P1-K4-C1 

BLASTX 

g3915826 

791 

1.0e-84 

195 

77 



NCBI Description 60S RIBOSOMAL PROTEIN L5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153503 

LIB3176-008-P1-K4-C10 

BLASTX 

g4539292 

494 

5.0e-50 

96 

97 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



19791 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153504 

LIB3176-008-P1-K4-C11 

BLASTX 

g!32677 

666 

5.0e-70 

163 
80 

SOS RIBOSOMAL PROTEIN L15, CHLOROPLAST PRECURSOR (CL15) 

>giJ71241j?ir R5MUL5 ribosomal protein LI 5 precursor, 

chloroplast - Arabidopsis thaliana >gi_16497_emb_CAA77593_ 
(Z11508) Plastid ribosomal protein CL15 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153505 

LIB3176-008-P1-K4-C12 

BLASTX 

g3914740 

557 

3.0e-57 

142 

79 

60S RIBOSOMAL PROTEIN L26 >gi_2160300_db j_BAA18 941_ 
(D78495) ribosomal protein [Brassica rapa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153506 

LIB3176-008-P1-K4-C2 

BLASTX 

g2245000 

517 

9.0e-53 

113 

95 

(Z 97 341) hypothetical protein [Arabidopsis thaliana] 
153507 

LIB3176-008-P1-K4-C3 

BLASTX 

g3892056 

623 

6.0e-65 

128 

98 

(AC002330) putative vacuolar ATPase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153508 

LIB3176-008-P1-K4-C4 

BLASTX 

g2129639 

642 

2.0e-67 

128 
100 

luminal binding protein {BiP) - Arabidopsis thaliana 
>gi_1303695_dbj_BAA12348_ (D84414) luminal binding protein 
(BiP) [Arabidopsis thaliana] 
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Seq* ID 


LIB3176-008-P1-K4-C7 


Method 


BLASTX 


NCBI GI 


gl928991 


BLAST score 


138 


E value 


8.0e-09 


Match length 


30 



Cysteine proteinase isolog [Arabidopsis 



% identity 

NCBI Description 



90 

(U92815) heat shock protein 70 precursor [Citrullus 
lanatus] 



Seq- No. 


153512 


Seq. ID 


LIB3176-008 


Method 


BLASTN 


NCBI GI 


g2252848 


BLAST score 


161 


E value 


2.0e-85 


Match length 


233 


% identity 


93 


NCBI Description 


Arabidopsis 


Seq. No. 


153513 


Seq. ID 


LIB3176-008 


Method 


BLASTX 


NCBI GI 


gll3026 


BLAST score 


341 


E value 


5.0e-32 


Match length 


67 


% identity 


97 


NCBI Description 


ISOCITRATE 



lSE (ISOCITRASE) (ISOCITRATASE) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 

isocitrate lyase [Brassica napus] 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153514 

LIB317 6-008-P1-K4-D10 

BLASTX 

gll4335 

238 

3.0e-20 

50 

96 

PLASMA MEMBRANE AT PAS E 2 (PROTON PUMP) 

>gi_67973_pir PXMUP2 H+-transporting ATPase (EC 3.6.1.35) 

type 2, plasma membrane - Arabidopsis thaliana >gi_166629 
(J05570) H+ -ATPase [Arabidopsis thaliana] 

153515 

LIB3176-008-P1-K4-D11 

BLASTX 

gll7238 

503 

5.0e-51 

142 

75 

MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR (PROTEIN 
CS/CH-42) (MG-PROTOPORPHYRIN IX CHELATASE) 

>gi 81656 pir S12785 protein ch-42 precursor, chloroplast 
- AlabidopsisHthaliana >gi_1020100_emb_CAA62754_ (X91411) 
protoporphyrin-IX Mg-chetalase [Arabidopsis thaliana] 
>gi_2832653_emb_CAA16728_ (AL021710) protein ch-42 
precursor, chloroplast [Arabidopsis thaliana] 
>gi 4490290_emb_CAB38561.1_ (X51799) chloroplast protein 
[Arabidopsis thaliana] >gi_22 877 l_prf_18 1122 6A ccsA gene 
[Euglena gracilis] 

153516 

LIB3176-008-P1-K4-D12 

BLASTN 

g4581084 

376 

0.0e+00 

412 

98 

Arabidopsis thaliana chromosome I BAC T30F21 genomic 
sequence, complete sequence 

153517 

LIB3176-008-P1-K4-D2 

BLASTX 

g!718097 

589 

6.0e-61 

165 
62 

VACUOLAR ATP SYNTHASE SUBUNIT AC39 (V-ATPASE AC39 SUBUNIT) 
(41 KD ACCESSORY PROTEIN) (DVA41) >gi_626048_pir_A55016 

lysosomal membrane protein DVA41 - slime mold 
(Dictyostelium discoideum) >gi_532733 (U13150) vacuolar 

ATPase subunit DVA41 [Dictyostelium discoideum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 
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Match length 
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153518 

LIB3176-008-P1-K4-D3 

BLASTN 

g3046851 

446 

0.0e+00 

454 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIJ24, complete sequence [Arabidopsis thaliana] 



PI clone: 



153519 

LIB3176-008-P1-K4-D4 

BLASTN 

g4559344 

50 

4.0e-19 

384 
13 

Arabidopsis thaliana chromosome II BAC F27C12 genomic 
sequence, complete sequence 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153520 

LIB3176-008-P1-K4-D5 

BLASTX 

g!15767 

612 

6.0e-64 

118 

98 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi__16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 


153521 


Seq. ID 


LIB3176-008 


Method 


BLASTX 


NCBI GI 


g4309731 


BLAST score 


219 


E value 


1.0e-17 


Match length 


110 


% identity 


41 


NCBI Description 


(AC006439) 


Seq. No. 


153522 


Seq. ID 


LIB3176-008 


Method 


BLASTX 


NCBI GI 


g2224911 


BLAST score 


90 


E value 


4.0e-36 


Match length 


98 


% identity 


77 



-P1-K4-D6 
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NCBI Description 



(U93048) somatic embryogenesis receptor-like kinase [Daucus 
carota] 
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BLAST score 

E value 

Match length 
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NCBI Description 
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Seq. ID 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153523 

LIB3176-008-P1-K4-D9 

BLASTX 

g!170373 

705 

1.0e-74 

147 

93 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S46302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74 604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

153524 

LIB3176-008-P1-K4-E1 

BLASTX 

g2497857 

777 

5.0e-83 
178 
8 8 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_2117463_pir S57958 malate dehydrogenase (EC 1-1.1.37) 

- rape >gi_899226_emb_CAA61621_ (X89451) malate 
dehydrogenase [Brassica napus] 



Seq. No. 


153525 


Seq. ID 


LIB317 6-008-P1-K4-E10 


Method 


BLASTX 


NCBI GI 


g3769300 


BLAST score 


664 


E value 


5.0e-73 


Match length 


164 


% identity 


86 


NCBI Description 


(AB018552) AtRERIC [Arabidopsis thaliana 


Seq. No. 


153526 


Seq. ID 


. LIB3176-008-P1-K4-E11 


Method 


BLASTX 


NCBI GI 


g2905657 


BLAST score 


154 


E value 


5.0e-10 


Match length 


71 


% identity 


48 


NCBI Description 


(AF0474 69) arsenite translocating ATPase 


Seq. No. 
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Seq. ID 


LIB317 6-008-P1-K4-E12 


Method 


BLASTX 


NCBI GI 


gll72873 


BLAST score 


282 


E value 


4.0e-25 


Match length 


149 


% identity 


45 
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CYSTEINE PROTEINASE RD21A PRECURSOR >gi_541857_pir JN0719 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD21A 
precursor - Arabidopsis thaliana >gi_435619_dbj_BAA02374_ 
(D13043) thiol protease [Arabidopsis thaliana] 



153528 

LIB3176-008-P1-K4-E2 

BLASTX 

g4454036 

822 

3.0e-88 

151 

100 

(AL035394) putative major latex protein 
thaliana] 



[Arabidopsis 



153529 

LIB3176-008-P1-K4-E3 

BLASTX 

g2062157 

411 

1.0e-40 

83 

37 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 

153530 

LIB3176-008-P1-K4-E4 

BLASTX 

g4469007 

691 

4.0e-73 

134 

99 

(AL035602) UDP rhamnose-anthocyanidin-3-glucoside" 
rhamnosyltransferase-like protein [Arabidopsis thaliana] 

153531 

LIB3176-008-P1-K4-E5 

BLASTX 

gl762584 

373 

5.0e-36 

95 

79 

(U63373) polygalacturonase isoenzyme 1 beta subunit homolog 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



153532 

LIB3176-008-P1-K4-E6 

BLASTX 

g280386 

652 

2.0e-68 

127 

99 
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